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Abstract: Hereditary sensory and autonomic neuropathy type 1 (HSAN1/HSN1) is a peripheral
neuropathy most commonly associated with pathogenic variants in the serine palmitoyltransferase
complex (SPTLC1, SPTLC2) genes, which are responsible for sphingolipid biosynthesis. Recent
reports have shown that some HSAN1 patients also develop macular telangiectasia type 2 (MacTel2),
a retinal neurodegeneration with an enigmatic pathogenesis and complex heritability. Here, we
report a novel association of a SPTLC2 c.529A>G p.(Asn177Asp) variant with MacTel2 in a single
member of a family that otherwise has multiple members afflicted with HSAN1. We provide
correlative data to suggest that the variable penetrance of the HSAN1/MacTel2-overlap phenotype
in the proband may be explained by levels of certain deoxyceramide species, which are aberrant
intermediates of sphingolipid metabolism. We provide detailed retinal imaging of the proband
and his HSAN1+/MacTel2- brothers and suggest mechanisms by which deoxyceramide levels may
induce retinal degeneration. This is the first report of HSAN1 vs. HSAN1/MacTel2 overlap patients
to comprehensively profile sphingolipid intermediates. The biochemical data here may help shed
light on the pathoetiology and molecular mechanisms of MacTel2.

Keywords: macular telangiectasia type 2 (MacTel2); serine palmitoyltransferase complex 1 (SPTLC1);
serine palmitoyltransferase complex 2 (SPTLC2); hereditary sensory and autonomic neuropathy type
1 (HSAN1); ceramides; sphingolipids; deoxyceramides

1. Introduction

Hereditary sensory and autonomic neuropathy (HSAN) type 1 is classically character-
ized by peripheral paresthesia, pain, muscle cramps and weakness, sensorineural hearing
loss, and intellectual disability. As many HSAN1 patients do not manifest with an auto-
nomic neuropathy, the disease is also alternatively called hereditary sensory neuropathy
(HSN1). HSAN1 is inherited in an autosomal dominant pattern with pathogenic variants
in genes SPTLC1, SPTLC2, RAB7A, ATL1, and DNMT1 [1]. Serine palmitoyltransferase
long-chain base subunits 1 and 2 (SPTLC1 and SPTLC2) are two of the three components
of the serine palmitoyltransferase (SPT) complex, which is responsible for converting
palmitoyl-CoA and serine into 3-keto-sphinganine, the first and rate-limiting step in the
de novo biosynthesis of sphingolipids (Figure 1) [2–4]. The SPT complex (480 kDa) has
been well-characterized structurally and is formed by a dimer of two heterodimers; the
heterodimers are formed by SPTLC1 (55 kDa) bound to SPTLC2 (65kDa) or STPLC3 [2,3]
(Figure 2). SPT utilizes a pyridoxal 5′phosphate (PLP) co-factor to bind L-serine and allow
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for neutrophilic attack of the palmitoyl-CoA [5]. Only SPTLC2 and SPTLC3 have PLP
binding sites and therefore form the enzymatically active domains [2,4]. Variants in SPT
that are associated with HSAN1 are thought to disrupt the specificity of substrate binding
(Figure 2). In particular, incorporation of alanine or glycine rather than serine in the SPT
active site favors production of toxic deoxysphingolipids (Figure 1), leading to symptom
onset [6–9].
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Figure 1. De novo sphingolipid biosynthesis pathway. The serine palmitoyltransferase (SPT) complex
incorporates serine into palmitoyl-CoA as the first and rate-limiting step of sphingolipid biosynthesis.
Alternatively, alanine (or glycine) can be incorporated in certain settings to produce deoxysphin-
golipids and deoxyceramides. If glycine is incorporated (not shown), deoxymethylsphingolipids are
generated. The difference in products when incorporating alanine (or glycine) instead of serine is the
lack of a hydroxyl group, highlighted in green where present and in red where absent.
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Figure 2. Serine palmitoyltransferase long-chain base subunit 2 (SPTLC2) molecular modeling and 
mutational analysis. (A) SPTLC2 protein (cyan) showing the proximity of the Asn177 residue (ma-
genta) to the active site (orange). This residue is altered in the proband’s family. The only other 
mutation of SPTLC2 with HSAN1/MacTel2 overlap in the literature, located at Ser384, is notated for 
comparison (dark purple). PLP cofactor is green. SPTLC2 exists as a single isoform 562 residues in 
length [10]. (B) SPTLC2 (cyan) bound to serine palmitoyltransferase long-chain base subunit 1 
(SPTLC1) (purple) to show that the active site (orange) is confined to the SPTLC2 subunit and not 
at the interface. The view is rotated upwards 90 degrees and left 45 degrees for better visualization 
of the active site. (C) Zoomed in view of (A), showing the electron density clouds of the residues 
involved in the active site (orange), PLP cofactor (green), and residues at the locations of Asn177 
and Ser384, the known MacTel2-causing mutations (magenta and dark purple). (D) Locations of 
point mutations in SPTLC2 known to cause HSAN1. Highlighted in orange is the pyridoxal 5′-phos-
phate binding pocket (labeled “PLP”) and presumed active site. The proband family’s mutation is 
shown in magenta. 

Recently, some HSAN1 patients have been concurrently identified as having a retinal 
degenerative condition called macular telangiectasia type 2 (MacTel2). The molecular 
mechanisms and strength of association between HSAN1 and MacTel2 remain to be fully 
elucidated [11–13]. MacTel2 is a progressive retinal degeneration characterized by the loss 
of central, high-acuity vision. The primary cell type affected, Müller glia, is responsible 
both for helping maintain the blood–retinal barrier and providing trophic support for 
photoreceptors in the fovea, the central part of the retina responsible for high-acuity color 
vision. As Müller glia degenerate, both vascular and neurodegenerative consequences en-
sue, including vascular leakage and photoreceptor loss. Upon examination, Müller cell 
degeneration results in crystalline deposits within the retina [14]. 

Genetic analysis in sporadic MacTel2 has identified several candidate genes—PSPH, 
PHGDH, CPS1, and ALDH1L1—which all play a role in regulating serum serine levels 
[15–17]. For instance, PHGDH is the first step in serine biosynthesis [16,17]. Additionally, 
a metabolomics investigation of sporadic MacTel2 patients identified lipid dysregulation 
as a risk factor for the disease [18]. It is hypothesized that low levels of serine shift retinal 
sphingolipid and ceramide synthesis pathways (Figure 1) towards incorporation of ala-
nine and production of toxic deoxysphingolipids, including deoxyceramide [11,15,19]. In 
turn, deoxysphingolipid accumulation may be particularly toxic to Müller glia, although 
this remains to be definitively proven. 

Studies of HSAN1 families also support a link between serine metabolism and Mac-
Tel2. To date, there have been ten reported cases of patients with HSAN1 diagnosed with 
MacTel2, seven cases with the SPTLC1 p.(Cys133Tyr) variant, and three with the SPTLC2 

Figure 2. Serine palmitoyltransferase long-chain base subunit 2 (SPTLC2) molecular modeling
and mutational analysis. (A) SPTLC2 protein (cyan) showing the proximity of the Asn177 residue
(magenta) to the active site (orange). This residue is altered in the proband’s family. The only other
mutation of SPTLC2 with HSAN1/MacTel2 overlap in the literature, located at Ser384, is notated
for comparison (dark purple). PLP cofactor is green. SPTLC2 exists as a single isoform 562 residues
in length [10]. (B) SPTLC2 (cyan) bound to serine palmitoyltransferase long-chain base subunit 1
(SPTLC1) (purple) to show that the active site (orange) is confined to the SPTLC2 subunit and not
at the interface. The view is rotated upwards 90 degrees and left 45 degrees for better visualization
of the active site. (C) Zoomed in view of (A), showing the electron density clouds of the residues
involved in the active site (orange), PLP cofactor (green), and residues at the locations of Asn177 and
Ser384, the known MacTel2-causing mutations (magenta and dark purple). (D) Locations of point
mutations in SPTLC2 known to cause HSAN1. Highlighted in orange is the pyridoxal 5′-phosphate
binding pocket (labeled “PLP”) and presumed active site. The proband family’s mutation is shown
in magenta.

Recently, some HSAN1 patients have been concurrently identified as having a retinal
degenerative condition called macular telangiectasia type 2 (MacTel2). The molecular
mechanisms and strength of association between HSAN1 and MacTel2 remain to be fully
elucidated [11–13]. MacTel2 is a progressive retinal degeneration characterized by the loss
of central, high-acuity vision. The primary cell type affected, Müller glia, is responsible
both for helping maintain the blood–retinal barrier and providing trophic support for
photoreceptors in the fovea, the central part of the retina responsible for high-acuity color
vision. As Müller glia degenerate, both vascular and neurodegenerative consequences
ensue, including vascular leakage and photoreceptor loss. Upon examination, Müller cell
degeneration results in crystalline deposits within the retina [14].

Genetic analysis in sporadic MacTel2 has identified several candidate genes—PSPH, PHGDH,
CPS1, and ALDH1L1—which all play a role in regulating serum serine levels [15–17]. For in-
stance, PHGDH is the first step in serine biosynthesis [16,17]. Additionally, a metabolomics
investigation of sporadic MacTel2 patients identified lipid dysregulation as a risk factor for
the disease [18]. It is hypothesized that low levels of serine shift retinal sphingolipid and
ceramide synthesis pathways (Figure 1) towards incorporation of alanine and production
of toxic deoxysphingolipids, including deoxyceramide [11,15,19]. In turn, deoxysphin-
golipid accumulation may be particularly toxic to Müller glia, although this remains to be
definitively proven.

Studies of HSAN1 families also support a link between serine metabolism and MacTel2.
To date, there have been ten reported cases of patients with HSAN1 diagnosed with
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MacTel2, seven cases with the SPTLC1 p.(Cys133Tyr) variant, and three with the SPTLC2
p.(Ser384Phe) variant [11,13]. In these cases, high levels of deoxysphingolipids from
failure of serine incorporation in the SPT complex were hypothesized to be the cause of
MacTel2 development. However, another study involving thorough ocular examinations
of 16 patients with HSAN1, including cases with the SPTLC1 p.(Cys133Tyr) and SPTLC2
p.(Ser384Phe) mutations, found that none of them had MacTel2 [12]. The reasons for
this significantly reducing the penetrance of the HSAN1/MacTel2-overlap syndrome are
unknown. One possibility that remains to be tested is that only patients with the highest
levels of specific deoxysphingolipid species demonstrate MacTel2 symptoms.

Here, we provide a detailed analysis of a family with a SPTLC2 p.(Asn177Asp) variant
and HSAN1 [20], in which only the proband manifested with HSAN1/MacTel2 overlap.
This variant has not previously been associated with MacTel2. We further provide high-
resolution retinal imaging and comprehensive sphingolipid profiling of all family members,
including those with HSAN1/MacTel2, with HSAN1 only, and with no disease. We find
that the levels of certain deoxyceramide species correlate with the HSAN1/MacTel2-overlap
phenotype, providing a hypothesis for variable penetrance and expressivity of MacTel2 in
HSAN1 carriers and offering biochemical clues to the pathogenesis of sporadic MacTel2.

2. Materials and Methods
2.1. DNA Sequencing and Patient Consent

The proband underwent genetic testing through the Charcot–Marie–Tooth (CMT)
Next-Generation Sequencing (NGS) panel from Invitae (San Francisco, CA, USA), which
contained 72 CMT-related genes. The presence and absence of variants were confirmed by
Sanger sequencing in all of the studied affected and unaffected family members. Variants
were interpreted with strict ACMG criteria and segregation of identified variants within
the family was as previously described [20]. Patients signed a consent for publication of
their photos, and the study was carried out in accordance with the tenants outlined in the
Declarations of Helsinki.

2.2. Sample Collection and Lipidomic Analysis

Sphingolipids were extracted from the collected plasma of affected and unaffected
members of the family as well as two healthy controls outside the family [20]. In brief,
sphingolipid bases and their phosphates were analyzed using a Prominence XR system
(Shimadzu; Kyoto, Japan) with Targa C8 columns (2.1 × 20 mm, Higgins Analytical;
Mountain View, CA, USA) [21]. The high-performance liquid chromatography eluate was
analyzed by Multiple Reaction Monitoring on a QTRAP5500 mass analyzer in positive ion
mode. The samples were analyzed for sphingolipids using precursor ion scans with internal
standards, allowing for normalization and quantitation of ceramides, deoxysphingolipids,
and deoxymethylsphingolipids. For graphical visualization, plasma levels were normalized
for each molecular species by dividing the value of that species in each individual by the
average value for that species across all participants, including controls. Absolute amounts
of sphingolipid species as an average of 2–3 mass spectrometry runs per species can be
found in Supplementary Table S1.

2.3. Literature Review

All articles from PubMed that contained both “HSAN1” and “macular telangiectasia”,
“MacTel”, “ceramide”, “deoxyceramide”, or “deoxysphingolipid” were reviewed. Struc-
tural modeling was performed in PyMol based on the published Protein Data Bank (PDB)
structure [2]. Maps of mutations were made using Illustrator for Biological Sequencing [22].

3. Familial Case Report

The proband, first reported as an HSAN1-only-affected patient by Saba, Li, and col-
leagues [20], is a 39-year-old male who first presented with lower limb weakness and
fatigue at age 24, followed shortly after by paresthesia of the lower extremities. Sub-
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sequent neurological examination revealed bilateral lower extremity muscular atrophy
and pes cavus, decreased ankle and wrist strength, absent pain sensation in the hands
and lower legs, decreased vibration sense in the hands and feet, and absent patellar and
Achilles reflexes.

The proband is the oldest of three brothers who presented with similar but less severe
symptoms in their 20s and were 36 and 30 years old at the time of ocular examination
(Figure 3). Both of the proband’s brothers had neurologic exams that were positive for
sensory loss, ankle weakness, and hand weakness, without paresthesia or foot deformities.
The proband’s mother, now 66 years old, is also affected by HSAN1. Her presentation was
positive for sensory loss and pain, and she reported the onset of symptoms around age
56, which is delayed in comparison to her sons. The proband’s extended family consists
of two additional relatives diagnosed with HSAN1 but without visual problems, all of
whom demonstrated neurologic symptoms and age-of-onset within the range defined by
the proband’s mother and two brothers.
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Figure 3. Pattern of inheritance of HSAN1 and MacTel2 in the proband’s family. Pedigree describing
the phenotypes of HSAN1 and MacTel2 in the proband (individual 5) and his extended family. The
proband’s brothers (individuals 3 and 4), mother (individual 6), maternal aunt (individual 9), and
cousin on maternal side (individual 7) are affected by HSAN1 per physical exam but not MacTel2
(confirmed by exam and ophthalmic imaging for individuals 3 and 4, by patient report for patients 6,
7, and 9). The proband is the only participant affected by MacTel2.

The proband noticed difficulty with detailed central vision beginning at approximately
age 32, eight years after the onset of his neurologic symptoms. Central vision loss pro-
gressed gradually over the ensuing years. At presentation to us at age 39, his best-corrected
visual acuity was 20/60 in the right eye and 20/40 in the left eye. His pupil reactivity,
intraocular pressure, and anterior segment exam were all unremarkable. His funduscopic
exam and multimodal retinal imaging (including 30-degree multicolor, short-wavelength
autofluorescence imaging and spectral domain optical coherence tomography (Heidelberg
Spectralis OCT, Heidelberg Engineering, Franklin, MA, USA)), revealed crystalline de-
posits, a loss of retinal transparency, and a loss of the outer nuclear layer (ONL) in the
fovea (which contains photoreceptors and specialized Müller glia). There was notable sym-
metry in the pathology between the two eyes (Figure 4). Compared to sporadic MacTel2,
where pathology tends to occur first in the temporal parafovea, the crystalline deposits
and ONL loss in the proband were highly symmetric around the fovea. A comprehensive
analysis including multimodal retinal imaging of the two brothers revealed no signs of
MacTel2 (Figure 4). Per the proband’s report, there are no known difficulties with cen-
tral visual acuity in any other HSAN1-affected or unaffected members of the proband’s
extended family.
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ers (individuals 3 and 4). (A) FAF of the proband (individual 5, top row) demonstrates abnormal 

Figure 4. Ophthalmic imaging of the proband and his brothers. Fundus autofluorescence (FAF),
multicolor, and optical coherence tomography (OCT) were obtained on the proband and his brothers
(individuals 3 and 4). (A) FAF of the proband (individual 5, top row) demonstrates abnormal hyper-
autofluorescence at the fovea and surrounding parafovea, with corresponding near-circumferential
deposition of crystals in the parafovea, as visualized by multicolor imaging. The middle and youngest
brothers (middle and bottom rows) were normal on FAF and multicolor imaging, save for an inciden-
tally detected congenital macrovessel in the left eye of the youngest brother, a well-described, rare
condition not related to HSAN1 or MacTel2. (B) OCT imaging of the proband shows outer retinal
loss and cavitation as well as some hyperreflective foci, especially in the right eye. OCT imaging of
the brothers (middle and bottom rows) were normal. OD = right eye, OS = left eye.
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A focused Charcot–Marie–Tooth Invitae genetic testing panel for the proband previ-
ously revealed a single pathogenic variant in SPTLC2 c.529A>G p.(Asn177Asp) [23] that was
distinguishable in all HSAN1-affected family members. Additional variants of unknown
significance in PMP22 c.130A>T p.(Thr44Ser) and SCN11A c.2174G>A p.(Arg725His) were
identified in the proband but did not associate with disease and were not thought to be
contributory [20]. Asn177 of SPTLC2 (Figure 2, magenta) is located in close proximity to
the PLP cofactor and active site of the SPT complex. The causative mutation maps in close
3D proximity to the previously reported pathogenic mutations in SPTLC2 implicated in
HSAN1/MacTel2 overlap, as demonstrated by molecular modeling (Figure 2A–C). Outside
of the variant carried by our proband, all other HSAN1-causative point mutations identified
in SPTLC2—p.(Arg145Ser), p.(Ala182Pro), p.(Arg183Trp), p.(Val359Met), p.(Gly382Val),
p.(Ser384Phe), p.(Gly431Asp), and p.(Ile504Phe)—map closely in 3D space near the active
site despite being distributed throughout the protein (Figure 2D).

Plasma sphingolipid analysis of the proband and select relatives demonstrated that
levels of the deoxysphingoid bases, 1-deoxysphingosine (deoxySO) and deoxysphinga-
nine (deoxySA), were notably higher in those affected by HSAN1 than individuals who
did not have HSAN1 (Figure 5A and Supplementary Table S1). However, within the
HSAN1 group, deoxySO and deoxySA levels did not strongly correlate with the proband’s
HSAN1/MacTel2 overlap syndrome. In contrast, several species of deoxyceramides were
markedly elevated in the proband compared to both unaffected family members and family
members with HSAN1 but no MacTel2 (Figure 5B). In particular, the deoxyceramides car-
rying the saturated deoxysphinganine base and deoxyceramides with shorter acyl chains
(especially those with 18 or 20 carbons) were highest in the proband compared to all other
family members. Levels of deoxymethylceramides and ceramides did not correlate with
HSAN1 or HSAN1/MacTel2 overlap (Figure 5C,D).
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Figure 5. Sphingolipid bases, deoxyceramide, ceramide, and deoxymethylceramide plasma levels.
Normalized plasma levels in participants with HSAN1 vs. control group measured by quantitative
mass spectroscopy. Non-normalized values can be found in Supplementary Table S1. In all graphs,
the proband’s value is marked in red. The nomenclature for the ceramide/deoxyceramide species,
which are composed of a sphingolipid/deoxysphingolipid base plus a fatty acid, is as follows: for
species (A:B/X:Y), A is the carbon length of the sphingolipid/deoxysphingolipid base, B is the
number of unsaturated bonds in sphingolipid/deoxysphingolipid base A, X is the carbon length of
the fatty acid, and Y is the number of unsaturated bonds in fatty acid X. The species are grouped
by sphingolipid/deoxysphingolipid base (indicated by brackets, with the fatty acid placeholder
denoted as “##:#”) and are labeled along the x-axis by their fatty acid chain. (A) Relative levels
of deoxysphingolipid and sphingolipid bases: deoxysphingosine (deoxySO), deoxysphinganine
(deoxySA), and four species of sphingolipid bases. (B) Relative deoxyceramide species levels,
demonstrating elevated levels in the proband compared to other participants, including HSAN1-
only-affected family members. This is particularly true for deoxysphingosine base (18:0) and acyl
chains that were 18–20 carbons long. (C) Relative ceramide species levels, showing no correlation to
HSAN1 status. (D) Relative deoxymethylceramide species levels, which also show no correlation to
HSAN1 status.

4. Discussion

The manifestation of MacTel2 in HSAN1 patients with mutations in SPTLC1 or SPTLC2
has opened up new insights into the pathogenesis of sporadic MacTel2, pointing towards
altered sphingolipid biology as a possible pathoetiologic mechanism. However, many
HSAN1 patients with pathologic SPTLC1/2 variants do not develop MacTel2 [12]. The
variable penetrance of MacTel2 among HSAN1 carriers provides an opportunity to bio-
chemically assay sphingolipid species across HSAN1-only and HSAN1/MacTel2-overlap
patients within a single family to determine which species most correlate to the overlap syn-
drome and therefore may drive the disease. In this report, we present an extended HSAN1
family with a SPTLC2 variant that has never been reported in association with MacTel2
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before, where only one member is affected with MacTel2, but many members, including
the proband’s brothers, have HSAN1. We collect extended sphingolipid data, including ce-
ramides, deoxyceramides, and deoxymethylceramides, on the proband (HSAN1/MacTel2
overlap), HSAN1-only-affected family members, and family members not carrying the
mutation. These data hint that variable penetrance of MacTel2 among HSAN1 carriers may
correlate specifically with levels of deoxyceramides with a saturated deoxysphinganine
base and shorter acyl chain lengths (18 or 20 carbons). These results suggest that specific
deoxyceramide levels should be investigated in sporadic MacTel2 patients as a potential
biomarker of age-of-onset and disease severity.

This report also adds to the HSAN1/MacTel2-overlap literature by providing high-
resolution multimodal retinal imaging of the affected proband. In contrast to sporadic
MacTel2, where age-of-onset is typically in the sixth or seventh decade of life [24], the
proband had symptoms starting at age 32. This early onset of MacTel2 is consistent with
the reports of early MacTel2 in other HSAN1/MacTel2-overlap patients [11]. Moreover, in
contrast to sporadic MacTel2, where pathology is concentrated in the temporal parafovea,
our patient had symmetric parafoveal degeneration. This symmetry, combined with the
high abundance of retinal crystals, subtly sets the proband’s pathology apart from typi-
cal MacTel2. The only other case of HSAN1/MacTel2 overlap from a SPTLC2 mutation
(p.Ser384Phe) involved a 52-year-old male with a 20-year history of distal to proximal
sensory disturbance and sharp pains along with a 2–3 year history of lower-limb anesthesia
and weakness. Retinal imaging from that case is limited to color photos, which demonstrate
a fairly symmetric pigment clump centered around the fovea, potentially consistent with
our observation that MacTel2 in HSAN1 patients has less of a temporal parafoveal predom-
inance compared to sporadic MacTel2 [13]. Interestingly, retinal toxicity from tamoxifen
manifest similarly to MacTel2, with a primary Müller glia degeneration [25]. Tamoxifen
toxicity, however, has a more symmetric foveal involvement than sporadic MacTel2 [26]. In
this way, tamoxifen toxicity loosely resembles the HSAN1/MacTel2-overlap phenotype
of our proband. The mechanism of Müller cell degeneration in tamoxifen retinal toxicity
is not fully understood. In the context of breast cancer cell lines, decreasing serine levels
made cells more susceptible to tamoxifen toxicity while increasing serine levels had the
opposite effect [27]. This observation could potentially be explained by elevated serum
concentrations of toxic deoxyceramides due to a low-serine environment associated with
tamoxifen, though no study has collected data on deoxyceramide levels in patients taking
tamoxifen. The reasons for the symmetry of affected foveal tissue between MacTel2 in
HSAN1/MacTel2 overlap syndrome and tamoxifen toxicity are unknown, but possible
shared mechanisms are suggested. In contrast, the predilection of the temporal parafovea
to degenerate in sporadic MacTel2 may suggest local anatomic or functional factors that
lead to focal elevations of deoxyceramide levels. Alternatively, sporadic MacTel2 could be
explained by higher sensitivity of the temporal fovea to deoxyceramide concentrations,
and those with sporadic MacTel2 have lower levels of deoxyceramides than HSAN1 or
tamoxifen toxicity patients.

All HSAN1-affected individuals in this report’s family showed increased deoxysphin-
golipid bases and deoxyceramide levels in comparison to unaffected individuals (Figure 5),
which is consistent with previous studies showing deoxysphingolipid accumulation in
HSAN1 patients [7,8]. Mutations in SPTLC1 and SPTLC2 have been shown to reduce the
binding specificity of the SPT complex for serine, allowing for alanine or glycine bind-
ing and promoting accumulation of neurotoxic deoxysphingolipids [6–9]. The SPTLC2
p.(Asn177Asp) variant has been found to be pathogenic for HSAN1 in two independent
families, including the family in this study [20,23]. The Asn177 mutation is located within
close proximity to the PLP cofactor and SPTLC2 active site, suggesting this mutation affects
the binding specificity for substrates (Figure 2). It is likely that the mutation decreases
specificity for serine, allowing for alanine binding in the active site and leading to the
generation of deoxysphingolipids even with sufficient serine supply. Studies have found
that neurons are especially sensitive to the toxic effects of deoxysphingolipids, which is
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evident by the relationship between deoxysphingolipids and diabetic neuropathy, despite
nearly uniform expression of SPTLC1 and SPTLC2 across tissue types [28–33]. Indeed, low-
ering deoxysphingolipid plasma levels resulted in improved sensory function in a diabetic
rat model [34]. Deoxysphingolipids have been shown to alter the membrane complexes
of iPSC-derived neurons, leading to impaired signal transduction and the promotion of
myelin breakdown [35].

While the role of deoxysphingolipids in the pathophysiology of HSAN1 is heavily
supported, the underlying mechanism by which deoxysphingolipids may drive MacTel2
is not well-understood. Deoxysphingolipids are elevated in the serum of sporadic Mac-
Tel2 patients [11]. Additionally, an induced pluripotent stem cell model of MacTel2 using
the most common disease variant in the serine synthesis enzyme PHGDH also triggers
elevated deoxysphingolipid production [16]. One possible mechanism of toxicity may
be inferred from the pathologic roles of closely related ceramide species. Ceramides are
physiologic lipids that play a role in cell signaling and apoptosis. They are maintained at
low intracellular levels by quick transformations into less toxic sphingolipid species [36,37].
Stress within the cell can induce ceramide accumulation in membranes [37], helping form
rigid rafts that induce negative curvature, which consequently alters both membrane fluid-
ity/permeability [38] and cell signaling, including inflammatory signaling [39]. Especially
in the mitochondria, changes in permeability cause the release of apoptogenic proteins, in-
hibition of the electron transport chain, generation of reactive oxygen species, and depletion
of ATP, all of which induce apoptosis [37,40]. Deoxyceramides cannot be metabolized by
the same pathways as ceramides because they lack a C1 hydroxyl group (highlighted in red
in Figure 1), which inhibits their recognition by enzymes involved in ceramide metabolism.
As a result, they are considered dead-end products [7,41]. Since they are otherwise identical
in structure, it is speculated that deoxyceramide accumulation has similar detrimental
effects on the cell as ceramide accumulation. This is supported by a study that observed de-
oxydihydroceramides and deoxyceramides promoting apoptosis [42]. The possible effects
of deoxyceramides on both inflammatory signaling and membrane stability would play a
particularly important role in Müller glia, which help mediate retinal inflammation and
which have unusually high mitochondrial demands [43].

Of all deoxyceramide species assayed in this study, the species with shorter acyl chains,
particularly those with 18 or 20 carbons, correlated most strongly with the HSAN1/MacTel2-
overlap phenotype. There is evidence that longer-chain ceramides may have less detrimen-
tal effects on membrane curvature and signaling and that ceramides with very-long-chain
fatty acids (24 carbons and longer) may actually be critical for certain aspects of retinal
function [44]. In pathologic processes ranging from insulin resistance [45] to atopic der-
matitis [46], very-long-chain fatty acid ceramides are associated with protection, whereas
ceramides with acyl groups in the 16–20 carbon range are associated with worsened disease.
As discussed above, the biophysical properties of ceramides and deoxyceramides may be
similar enough that they would have similar pathologic mechanisms, but deoxyceramides
accumulate since enzymes involved in ceramide degradation do not recognize deoxyce-
ramides. It would be interesting to know whether HSAN1 patients who do not develop
MacTel2 have variants in certain fatty acid elongases that are responsible for producing
very-long-chain fatty acids [47]. Such variants could help protect these individuals from
the increased toxicity of deoxyceramides by skewing deoxyceramide abundance towards
those less toxic deoxyceramides with very-long-chain fatty acids (24 carbons and longer).

We acknowledge significant limitations of our study. The findings that certain deoxyc-
eramide species are higher in our proband are intriguing, but they need to be replicated
in other families with variable penetrance of the HSAN1/MacTel2-overlap syndrome to
be labeled as a true correlative predictor of HSAN1/MacTel2 overlap. Further studies
would also be needed to prove that the high levels of certain deoxyceramide species in our
proband are causative of MacTel2 rather than just correlative.

Overall, our data hint at a role for deoxyceramides, particularly those with a deoxysph-
inganine base and 18–20 carbon acyl chain, in the development of MacTel2 in patients with
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mutations in the SPT complex. Comprehensive sphingolipid profiling in larger cohorts
of families with variable penetrance of HSAN1/MacTel2 overlap may solidify whether
particular species of deoxyceramides are predictive markers for the onset of MacTel2 in
HSAN1 patients. Any biochemical species that are shown to be strongly predictive of
MacTel2 in HSAN1 patients may also contribute to our understanding of the pathogenesis
of sporadic MacTel2 and tamoxifen-induced retinal degeneration.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/genes14040931/s1, Supplementary Table S1: Plasma sphingolipid bases,
ceramides, deoxyceramides, and deoxymethylceramides in participants with and without HSAN1.

Author Contributions: Conceptualization, J.M.L.M. and L.P.; molecular modeling and mutational
analysis, L.M.Q.W.; sphingolipid data analysis, S.S. and J.M.L.M.; writing—original draft preparation,
L.M.Q.W., L.P. and J.M.L.M.; writing—review and editing, all authors; supervision, J.L., L.P. and
J.M.L.M. All authors have read and agreed to the published version of the manuscript.

Funding: J.M.L.M. was supported by the NEI K08EY033420. L.P. was supported by the NEI
K08EY032098 and the Research to Prevent Blindness Career Development Award. L.M.Q.W. is
supported by NIH grant T32GM007863.

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki. The study was approved by the Institutional Review Board at Wayne State University.

Informed Consent Statement: Informed consent was obtained from all subjects involved in the
study, including separate consent for presenting ophthalmic imaging.

Data Availability Statement: All relevant data are contained within the manuscript text and supple-
mentary material, and any additional underlying data are available upon request.

Acknowledgments: We thank the ophthalmic photographers at the University of Michigan Kellogg
Eye Center and the patients and their family for participation in the study.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

References
1. Auer-Grumbach, M. Chapter 50—Hereditary Sensory and Autonomic Neuropathies. In Handbook of Clinical Neurology; Said, G.,

Krarup, C., Eds.; Peripheral Nerve Disorders; Elsevier: Amsterdam, The Netherlands, 2013; Volume 115, pp. 893–906.
2. Wang, Y.; Niu, Y.; Zhang, Z.; Gable, K.; Gupta, S.D.; Somashekarappa, N.; Han, G.; Zhao, H.; Myasnikov, A.G.; Kalathur, R.C.; et al.

Structural Insights into the Regulation of Human Serine Palmitoyltransferase Complexes. Nat. Struct. Mol. Biol. 2021, 28, 240–248.
[CrossRef]

3. Hornemann, T.; Wei, Y.; von Eckardstein, A. Is the Mammalian Serine Palmitoyltransferase a High-Molecular-Mass Complex?
Biochem. J. 2007, 405, 157–164. [CrossRef] [PubMed]

4. Ikushiro, H.; Islam, M.M.; Okamoto, A.; Hoseki, J.; Murakawa, T.; Fujii, S.; Miyahara, I.; Hayashi, H. Structural Insights into
the Enzymatic Mechanism of Serine Palmitoyltransferase from Sphingobacterium Multivorum. J. Biochem. 2009, 146, 549–562.
[CrossRef]

5. Harrison, P.J.; Dunn, T.M.; Campopiano, D.J. Sphingolipid Biosynthesis in Man and Microbes. Nat. Prod. Rep. 2018, 35, 921–954.
[CrossRef] [PubMed]

6. Nicholson, G.A. SPTLC1-Related Hereditary Sensory Neuropathy. In GeneReviews®; Adam, M.P., Everman, D.B., Mirzaa, G.M.,
Pagon, R.A., Wallace, S.E., Bean, L.J., Gripp, K.W., Amemiya, A., Eds.; University of Washington: Seattle, WA, USA, 1993.

7. Penno, A.; Reilly, M.M.; Houlden, H.; Laurá, M.; Rentsch, K.; Niederkofler, V.; Stoeckli, E.T.; Nicholson, G.; Eichler, F.;
Brown, R.H.; et al. Hereditary Sensory Neuropathy Type 1 Is Caused by the Accumulation of Two Neurotoxic Sphingolipids. J.
Biol. Chem. 2010, 285, 11178–11187. [CrossRef]

8. Rotthier, A.; Auer-Grumbach, M.; Janssens, K.; Baets, J.; Penno, A.; Almeida-Souza, L.; Van Hoof, K.; Jacobs, A.; De Vriendt, E.;
Schlotter-Weigel, B.; et al. Mutations in the SPTLC2 Subunit of Serine Palmitoyltransferase Cause Hereditary Sensory and
Autonomic Neuropathy Type I. Am. J. Hum. Genet. 2010, 87, 513–522. [CrossRef]

9. Bode, H.; Bourquin, F.; Suriyanarayanan, S.; Wei, Y.; Alecu, I.; Othman, A.; Von Eckardstein, A.; Hornemann, T. HSAN1 Mutations
in Serine Palmitoyltransferase Reveal a Close Structure-Function-Phenotype Relationship. Hum. Mol. Genet. 2016, 25, 853–865.
[CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/genes14040931/s1
https://www.mdpi.com/article/10.3390/genes14040931/s1
https://doi.org/10.1038/s41594-020-00551-9
https://doi.org/10.1042/BJ20070025
https://www.ncbi.nlm.nih.gov/pubmed/17331073
https://doi.org/10.1093/jb/mvp100
https://doi.org/10.1039/C8NP00019K
https://www.ncbi.nlm.nih.gov/pubmed/29863195
https://doi.org/10.1074/jbc.M109.092973
https://doi.org/10.1016/j.ajhg.2010.09.010
https://doi.org/10.1093/hmg/ddv611
https://www.ncbi.nlm.nih.gov/pubmed/26681808


Genes 2023, 14, 931 12 of 13

10. The UniProt Consortium UniProt: The Universal Protein Knowledgebase in 2023. Nucleic Acids Res. 2023, 51, D523–D531.
[CrossRef]

11. Gantner, M.L.; Eade, K.; Wallace, M.; Handzlik, M.K.; Fallon, R.; Trombley, J.; Bonelli, R.; Giles, S.; Harkins-Perry, S.;
Heeren, T.F.C.; et al. Serine and Lipid Metabolism in Macular Disease and Peripheral Neuropathy. N. Engl. J. Med. 2019,
381, 1422–1433. [CrossRef]

12. Gomes Rodrigues, F.; Pipis, M.; Heeren, T.F.C.; Fruttiger, M.; Gantner, M.; Vermeirsch, S.; Okada, M.; Friedlander, M.;
Reilly, M.M.; Egan, C. Description of a Patient Cohort with Hereditary Sensory Neuropathy Type 1 without Retinal Disease
Macular Telangiectasia Type 2—Implications for Retinal Screening in HSN1. J. Peripher. Nerv. Syst. 2022, 27, 215–224. [CrossRef]

13. Triplett, J.; Yiannikas, C.; Nicholson, G.; Sue, C.; Hornemann, T. Hereditary Sensory and Autonomic Neuropathy Type IC
Accompanied by Upper Motor Neuron Abnormalities and Type II Juxtafoveal Retinal Telangiectasias. J. Peripher. Nerv. Syst. 2019,
24, 224–229. [CrossRef] [PubMed]

14. Kedarisetti, K.C.; Narayanan, R.; Stewart, M.W.; Reddy Gurram, N.; Khanani, A.M. Macular Telangiectasia Type 2: A Comprehen-
sive Review. Clin. Ophthalmol. Auckl. NZ 2022, 16, 3297–3309. [CrossRef] [PubMed]

15. Sinha, T.; Ikelle, L.; Naash, M.I.; Al-Ubaidi, M.R. The Intersection of Serine Metabolism and Cellular Dysfunction in Retinal
Degeneration. Cells 2020, 9, 674. [CrossRef] [PubMed]

16. Eade, K.; Gantner, M.L.; Hostyk, J.A.; Nagasaki, T.; Giles, S.; Fallon, R.; Harkins-Perry, S.; Baldini, M.; Lim, E.W.; Scheppke, L.; et al.
Serine Biosynthesis Defect Due to Haploinsufficiency of PHGDH Causes Retinal Disease. Nat. Metab. 2021, 3, 366–377. [CrossRef]

17. Bonelli, R.; Jackson, V.E.; Prasad, A.; Munro, J.E.; Farashi, S.; Heeren, T.F.C.; Pontikos, N.; Scheppke, L.; Friedlander, M.;
Egan, C.A.; et al. Identification of Genetic Factors Influencing Metabolic Dysregulation and Retinal Support for MacTel, a Retinal
Disorder. Commun. Biol. 2021, 4, 274. [CrossRef]

18. Bonelli, R.; Woods, S.M.; Ansell, B.R.E.; Heeren, T.F.C.; Egan, C.A.; Khan, K.N.; Guymer, R.; Trombley, J.; Friedlander, M.;
Bahlo, M.; et al. Systemic Lipid Dysregulation Is a Risk Factor for Macular Neurodegenerative Disease. Sci. Rep. 2020, 10, 12165.
[CrossRef]

19. Bonelli, R.; Ansell, B.R.E.; Lotta, L.; Scerri, T.; Clemons, T.E.; Leung, I.; Peto, T.; Bird, A.C.; Sallo, F.B.; Langenberg, C.; et al. Genetic
Disruption of Serine Biosynthesis Is a Key Driver of Macular Telangiectasia Type 2 Aetiology and Progression. Genome Med. 2021,
13, 39. [CrossRef]

20. Saba, S.; Chen, Y.; Maddipati, K.R.; Hackett, M.; Hu, B.; Li, J. Demyelination in Hereditary Sensory Neuropathy Type-1C. Ann.
Clin. Transl. Neurol. 2020, 7, 1502–1512. [CrossRef] [PubMed]

21. Gaver, R.C.; Sweeley, C.C. Methods for Methanolysis of Sphingolipids and Direct Determination of Long-Chain Bases by Gas
Chromatography. J. Am. Oil Chem. Soc. 1965, 42, 294–298. [CrossRef]

22. Liu, W.; Xie, Y.; Ma, J.; Luo, X.; Nie, P.; Zuo, Z.; Lahrmann, U.; Zhao, Q.; Zheng, Y.; Zhao, Y.; et al. IBS: An Illustrator for the
Presentation and Visualization of Biological Sequences: Figure 1. Bioinformatics 2015, 31, 3359–3361. [CrossRef]

23. Suriyanarayanan, S.; Othman, A.; Dräger, B.; Schirmacher, A.; Young, P.; Mulahasanovic, L.; Hörtnagel, K.; Biskup, S.;
von Eckardstein, A.; Hornemann, T.; et al. A Novel Variant (Asn177Asp) in SPTLC2 Causing Hereditary Sensory Autonomic
Neuropathy Type 1C. NeuroMolecular Med. 2019, 21, 182–191. [CrossRef] [PubMed]

24. Heeren, T.F.C.; Holz, F.G.; Charbel Issa, P. First Symptoms and Their Age of Onset in Macular Telangiectasia Type 2. Retina 2014,
34, 916–919. [CrossRef] [PubMed]

25. Lee, S.; Kim, H.-A.; Yoon, Y.H. OCT Angiography Findings of Tamoxifen Retinopathy: Similarity with Macular Telangiectasia
Type 2. Ophthalmol. Retina 2019, 3, 681–689. [CrossRef] [PubMed]

26. Hess, K.; Park, Y.J.; Kim, H.-A.; Holz, F.G.; Issa, P.C.; Yoon, Y.H.; Tzaridis, S. Tamoxifen Retinopathy and Macular Telangiectasia
Type 2: Similarities and Differences on Multimodal Retinal Imaging. Ophthalmol. Retin. 2022, 7, 101–110. [CrossRef] [PubMed]

27. Metcalf, S.; Petri, B.J.; Kruer, T.; Green, B.; Dougherty, S.; Wittliff, J.L.; Klinge, C.M.; Clem, B.F. Serine Synthesis Influences
Tamoxifen Response in ER+ Human Breast Carcinoma. Endocr. Relat. Cancer 2021, 28, 27–37. [CrossRef]

28. Esaki, K.; Sayano, T.; Sonoda, C.; Akagi, T.; Suzuki, T.; Ogawa, T.; Okamoto, M.; Yoshikawa, T.; Hirabayashi, Y.; Furuya, S.
L-Serine Deficiency Elicits Intracellular Accumulation of Cytotoxic Deoxysphingolipids and Lipid Body Formation. J. Biol. Chem.
2015, 290, 14595–14609. [CrossRef] [PubMed]

29. Hammad, S.M.; Baker, N.L.; El Abiad, J.M.; Spassieva, S.D.; Pierce, J.S.; Rembiesa, B.; Bielawski, J.; Lopes-Virella, M.F.; Klein, R.L.;
DCCT/EDIC Group of Investigators. Increased Plasma Levels of Select Deoxy-Ceramide and Ceramide Species Are Associated
with Increased Odds of Diabetic Neuropathy in Type 1 Diabetes: A Pilot Study. Neuromolecular Med. 2017, 19, 46–56. [CrossRef]
[PubMed]

30. Handzlik, M.K.; Gengatharan, J.M.; Frizzi, K.E.; McGregor, G.H.; Martino, C.; Rahman, G.; Gonzalez, A.; Moreno, A.M.;
Green, C.R.; Guernsey, L.S.; et al. Insulin-Regulated Serine and Lipid Metabolism Drive Peripheral Neuropathy. Nature 2023, 614,
118–124. [CrossRef] [PubMed]

31. Semler, A.; Hammad, S.; Lopes-Virella, M.F.; Klein, R.L.; Huang, Y. Deoxysphingolipids Upregulate MMP-1, Downregulate
TIMP-1, and Induce Cytotoxicity in Human Schwann Cells. Neuromolecular Med. 2022, 24, 352–362. [CrossRef]

32. Bryan, J.M.; Fufa, T.D.; Bharti, K.; Brooks, B.P.; Hufnagel, R.B.; McGaughey, D.M. Identifying Core Biological Processes
Distinguishing Human Eye Tissues with Precise Systems-Level Gene Expression Analyses and Weighted Correlation Networks.
Hum. Mol. Genet. 2018, 27, 3325–3339. [CrossRef]

https://doi.org/10.1093/nar/gkac1052
https://doi.org/10.1056/NEJMoa1815111
https://doi.org/10.1111/jns.12508
https://doi.org/10.1111/jns.12315
https://www.ncbi.nlm.nih.gov/pubmed/30866134
https://doi.org/10.2147/OPTH.S373538
https://www.ncbi.nlm.nih.gov/pubmed/36237488
https://doi.org/10.3390/cells9030674
https://www.ncbi.nlm.nih.gov/pubmed/32164325
https://doi.org/10.1038/s42255-021-00361-3
https://doi.org/10.1038/s42003-021-01788-w
https://doi.org/10.1038/s41598-020-69164-y
https://doi.org/10.1186/s13073-021-00848-4
https://doi.org/10.1002/acn3.51110
https://www.ncbi.nlm.nih.gov/pubmed/32730653
https://doi.org/10.1007/BF02540132
https://doi.org/10.1093/bioinformatics/btv362
https://doi.org/10.1007/s12017-019-08534-w
https://www.ncbi.nlm.nih.gov/pubmed/30955194
https://doi.org/10.1097/IAE.0000000000000082
https://www.ncbi.nlm.nih.gov/pubmed/24351446
https://doi.org/10.1016/j.oret.2019.03.014
https://www.ncbi.nlm.nih.gov/pubmed/31068263
https://doi.org/10.1016/j.oret.2022.08.004
https://www.ncbi.nlm.nih.gov/pubmed/35948211
https://doi.org/10.1530/ERC-19-0510
https://doi.org/10.1074/jbc.M114.603860
https://www.ncbi.nlm.nih.gov/pubmed/25903138
https://doi.org/10.1007/s12017-016-8423-9
https://www.ncbi.nlm.nih.gov/pubmed/27388466
https://doi.org/10.1038/s41586-022-05637-6
https://www.ncbi.nlm.nih.gov/pubmed/36697822
https://doi.org/10.1007/s12017-021-08698-4
https://doi.org/10.1093/hmg/ddy239


Genes 2023, 14, 931 13 of 13

33. Voigt, A.P.; Whitmore, S.S.; Lessing, N.D.; DeLuca, A.P.; Tucker, B.A.; Stone, E.M.; Mullins, R.F.; Scheetz, T.E. Spectacle: An
Interactive Resource for Ocular Single-Cell RNA Sequencing Data Analysis. Exp. Eye Res. 2020, 200, 108204. [CrossRef] [PubMed]

34. Othman, A.; Bianchi, R.; Alecu, I.; Wei, Y.; Porretta-Serapiglia, C.; Lombardi, R.; Chiorazzi, A.; Meregalli, C.; Oggioni, N.;
Cavaletti, G.; et al. Lowering Plasma 1-Deoxysphingolipids Improves Neuropathy in Diabetic Rats. Diabetes 2015, 64, 1035–1045.
[CrossRef] [PubMed]

35. Clark, A.J.; Kugathasan, U.; Baskozos, G.; Priestman, D.A.; Fugger, N.; Lone, M.A.; Othman, A.; Chu, K.H.; Blesneac, I.;
Wilson, E.R.; et al. An IPSC Model of Hereditary Sensory Neuropathy-1 Reveals L-Serine-Responsive Deficits in Neuronal
Ganglioside Composition and Axoglial Interactions. Cell Rep. Med. 2021, 2, 100345. [CrossRef] [PubMed]

36. Summers, S.A.; Chaurasia, B.; Holland, W.L. Metabolic Messengers: Ceramides. Nat. Metab. 2019, 1, 1051–1058. [CrossRef]
37. Ueda, N. Ceramide-Induced Apoptosis in Renal Tubular Cells: A Role of Mitochondria and Sphingosine-1-Phoshate. Int. J. Mol.

Sci. 2015, 16, 5076–5124. [CrossRef] [PubMed]
38. Takahashi, H.; Hayakawa, T.; Makino, A.; Iwamoto, K.; Ito, K.; Sato, S.B.; Kobayashi, T. Long Chain Ceramides Raise the Main

Phase Transition of Monounsaturated Phospholipids to Physiological Temperature. Sci. Rep. 2022, 12, 20803. [CrossRef]
39. Montes, L.R.; Ruiz-Argüello, M.B.; Goñi, F.M.; Alonso, A. Membrane Restructuring via Ceramide Results in Enhanced Solute

Efflux. J. Biol. Chem. 2002, 277, 11788–11794. [CrossRef]
40. Chen, H.; Tran, J.-T.A.; Brush, R.S.; Saadi, A.; Rahman, A.K.; Yu, M.; Yasumura, D.; Matthes, M.T.; Ahern, K.; Yang, H.; et al.

Ceramide Signaling in Retinal Degeneration. Adv. Exp. Med. Biol. 2012, 723, 553–558. [CrossRef]
41. Duan, J.; Merrill, A.H. 1-Deoxysphingolipids Encountered Exogenously and Made de Novo: Dangerous Mysteries inside an

Enigma. J. Biol. Chem. 2015, 290, 15380–15389. [CrossRef]
42. Lauterbach, M.A.; Saavedra, V.; Mangan, M.S.J.; Penno, A.; Thiele, C.; Latz, E.; Kuerschner, L. 1-Deoxysphingolipids Cause

Autophagosome and Lysosome Accumulation and Trigger NLRP3 Inflammasome Activation. Autophagy 2021, 17, 1947–1961.
[CrossRef] [PubMed]

43. Toft-Kehler, A.K.; Skytt, D.M.; Svare, A.; Lefevere, E.; Van Hove, I.; Moons, L.; Waagepetersen, H.S.; Kolko, M. Mitochondrial
Function in Müller Cells—Does It Matter? Mitochondrion 2017, 36, 43–51. [CrossRef] [PubMed]

44. Kady, N.M.; Liu, X.; Lydic, T.A.; Syed, M.H.; Navitskaya, S.; Wang, Q.; Hammer, S.S.; O’Reilly, S.; Huang, C.; Seregin, S.S.; et al.
ELOVL4-Mediated Production of Very Long-Chain Ceramides Stabilizes Tight Junctions and Prevents Diabetes-Induced Retinal
Vascular Permeability. Diabetes 2018, 67, 769–781. [CrossRef]

45. Montgomery, M.K.; Brown, S.H.J.; Lim, X.Y.; Fiveash, C.E.; Osborne, B.; Bentley, N.L.; Braude, J.P.; Mitchell, T.W.; Coster, A.C.F.;
Don, A.S.; et al. Regulation of Glucose Homeostasis and Insulin Action by Ceramide Acyl-Chain Length: A Beneficial Role for
Very Long-Chain Sphingolipid Species. Biochim. Biophys. Acta 2016, 1861, 1828–1839. [CrossRef] [PubMed]

46. Park, Y.-H.; Jang, W.-H.; Seo, J.A.; Park, M.; Lee, T.R.; Park, Y.-H.; Kim, D.K.; Lim, K.-M. Decrease of Ceramides with Very
Long-Chain Fatty Acids and Downregulation of Elongases in a Murine Atopic Dermatitis Model. J. Investig. Dermatol. 2012, 132,
476–479. [CrossRef] [PubMed]

47. Jakobsson, A.; Westerberg, R.; Jacobsson, A. Fatty Acid Elongases in Mammals: Their Regulation and Roles in Metabolism. Prog.
Lipid Res. 2006, 45, 237–249. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.exer.2020.108204
https://www.ncbi.nlm.nih.gov/pubmed/32910939
https://doi.org/10.2337/db14-1325
https://www.ncbi.nlm.nih.gov/pubmed/25277395
https://doi.org/10.1016/j.xcrm.2021.100345
https://www.ncbi.nlm.nih.gov/pubmed/34337561
https://doi.org/10.1038/s42255-019-0134-8
https://doi.org/10.3390/ijms16035076
https://www.ncbi.nlm.nih.gov/pubmed/25751724
https://doi.org/10.1038/s41598-022-25330-y
https://doi.org/10.1074/jbc.M111568200
https://doi.org/10.1007/978-1-4614-0631-0_70
https://doi.org/10.1074/jbc.R115.658823
https://doi.org/10.1080/15548627.2020.1804677
https://www.ncbi.nlm.nih.gov/pubmed/32835606
https://doi.org/10.1016/j.mito.2017.02.002
https://www.ncbi.nlm.nih.gov/pubmed/28179130
https://doi.org/10.2337/db17-1034
https://doi.org/10.1016/j.bbalip.2016.08.016
https://www.ncbi.nlm.nih.gov/pubmed/27591968
https://doi.org/10.1038/jid.2011.333
https://www.ncbi.nlm.nih.gov/pubmed/22158556
https://doi.org/10.1016/j.plipres.2006.01.004

	Introduction 
	Materials and Methods 
	DNA Sequencing and Patient Consent 
	Sample Collection and Lipidomic Analysis 
	Literature Review 

	Familial Case Report 
	Discussion 
	References

