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Abstract Excess cholesterol originating from non-
hepatic tissues is transported within HDL particles to
the liver for metabolism and excretion. Cholesterol
efflux is initiated by lipid-free or lipid-poor apoli-
poprotein A1 interacting with the transmembrane
protein ABCA1, a key player in cholesterol homeo-
stasis. Defective ABCA1 results in reduced serum
levels of HDL cholesterol, deposition of cholesterol
in arteries, and an increased risk of early onset CVD.
Over 300 genetic variants in ABCA1 have been re-
ported, many of which are associated with reduced
HDL cholesterol levels. Only a few of these have been
functionally characterized. In this study, we have
analyzed 51 previously unclassified missense variants
affecting the extracellular domains of ABCA1 using a
sensitive, easy, and low-cost fluorescence-based assay.
Among these, only 12 variants showed a distinct loss-
of-function phenotype, asserting their direct associa-
tion with severe HDL disorders. These findings
emphasize the crucial role of functional character-
ization of genetic variants in pathogenicity assess-
ment and precision medicine. The functional rescue
of ABCA1 loss-of-function variants through protea-
somal inhibition or by the use of the chemical chap-
erone 4-phenylbutyric acid was genotype specific.
Genotype-specific responses were also observed for
the ability of apolipoprotein A1 to stabilize the
different ABCA1 variants. In view of personalized
medicine, this could potentially form the basis for
novel therapeutic strategies.
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CVD stands as the primary cause of morbidity and
mortality worldwide (1). Low levels of HDL are
considered a risk factor for CVD primarily because of
its role in reverse cholesterol transport, a process
wherein cholesterol from peripheral cells is transported
by HDL to the liver for further metabolism or
*For correspondence: Thea Bismo Strøm, thstro@ous-hf.no.

© 2023 THE AUTHORS. Published by Elsevier Inc on behalf of American Society for Bio
This is an open access article under the CC BY license (http://creativecommons.org/lic
excretion (2–6). Nascent HDL particles are formed
when cellular phospholipids and cholesterol are trans-
ported to lipid-free or lipid-poor apolipoprotein A1
(ApoA1) through the interaction with the cell surface
ABCA1 (7).

ABCA1 is a member of the ABC transporter super-
family of proteins mediating trafficking of substrates
across cell membranes and is highly expressed in
the liver, brain, intestine, and macrophages (7–9).
Comprising 2,261 residues, ABCA1 features two extra-
cellular domains (ECD1 and ECD2) and two distinct
transmembrane domains (TMDs) with six membrane-
spanning helices each. Two intracellular nucleotide-
binding domains follow, culminating in intracellular
regulatory units (R). One R unit bridges the TMDs,
whereas the other constitutes the C-terminal tail (10). A
proposed model for the cholesterol efflux mechanism
of ABCA1 entails ATP-dependent lipid translocation to
membrane diffusive monomeric ABCA1 (11). The lip-
idation induces dimerization and immobilization of the
ABCA1 dimer in the plasma membrane, whereby the
transport of lipids to ApoA1 dissociates the dimer. In
contrast to the lipid translocation mechanism described
for the other members of the ABC transporter super-
family, ABCA1 was recently characterized as being an
extracellular phospholipid translocase (12).

Genetic variants affecting ABCA1 functionality is
evident in Tangier disease (OMIM #205400) caused by
biallelic loss-of-function variants. Tangier disease
manifests with absent or extremely low HDL choles-
terol levels, accumulation of cholesterol deposits in
extrahepatic tissues, and high risk of CVD (13). Familial
hypoalphalipoproteinemia (OMIM #604091), caused by
heterozygosity for loss-of-function variants in ABCA1,
also faces an augmented risk of premature atheroscle-
rotic CVD (14). As of June 2021, the Human Gene Mu-
tation Database (HGMD) has cataloged over 300
variants in ABCA1. While many of these variants are
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clinically linked to dyslipidemia, only a few have un-
dergone pathogenicity assessment by functional char-
acterization. For functional characterization of ABCA1,
cell culture-based cholesterol efflux analysis typically
employs radioisotopes (15–21) or fluorescence-based
methods (22–24). While radioisotope-labeled tech-
niques have a higher sensitivity, their utility is limited
by the need of specialized facilities, a low reagent shelf
life, and radiation concerns. Conversely, fluorescence-
based efflux assays are commercially available but
can be economically prohibitive for large-scale
screening initiatives.

In this study, we have refined a cost-effective and
sensitive fluorescence-based assay allowing functional
characterization of proteins involved in cholesterol
efflux within standard laboratory conditions. Utilizing
this approach, we have assessed the cholesterol efflux
efficiency of missense variants affecting the ECDs of
ABCA1. The evaluation of efflux efficiency, coupled
with protein and in silico analyses, improves the accuracy
of evaluating novel variants' pathogenicity and contrib-
utes to a broader understanding of the molecular path-
ways and metabolisms intrinsic to the human lipidome.
MATERIALS AND METHODS

Numbering of nucleotides and codons of ABCA1 and
variant classification

Transcript NM_005502.4 was used for nucleotide and
codon numbering of ABCA1. Codon number 1 was set to the
ATG start codon and A of the start codon as nucleotide
number 1. Classification of variant pathogenicity was based
upon the guidelines from The American College of Medical
Genetics and Genomics and The Association for Molecular
Pathology (25). For clarification, the variants at protein level
were annotated with the prefix p. throughout the article,
except in the figure legends to reduce complexity.

Study selection
This study encompasses all previously reported but not

functionally characterized ABCA1missense variants within the
sequence encoding the ECDs of ABCA1. These variants are
located in ECD1, ECD2, and the connecting regions extending
into the extracellular space amidst the transmembrane helices
and extracellular helices 1 and 2 (EH1 and EH2), as outlined by
Qian et al. (10). EH1 and EH2 might exhibit temporary locali-
zation between the extracellular space and the plasma mem-
brane border. In total, this resulted in 45 variants from
HGMD (www.hgmd.cf.ac.uk) up to June 2021. In addition, we
included five novel ABCA1 variants identified in hypo-
alphalipoproteinemic patients referred for genetic analyses to
the Unit for Cardiac and Cardiovascular Genetics at Oslo
University Hospital, Norway, along with one additional
variant (p.Y793C) not reported in HGMD (26) (supplemental
Table S1).

Cell culture
ATP binding cassette subfamily G member 1 (ABCG1) is

another member of the ABC transporter family, contributing
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to lipid transport to nascent HDL in synergy with ABCA1 (27).
Therefore, human embryonic kidney 293 (HEK293) cells
(European Collection of Authenticated Cell Cultures, Wilt-
shire, United Kingdom) with high transfection efficiency and
minimal endogenous expression of ABCA1 and ABCG1 were
used as the cellular model system. The HEK293 cells were
cultured in HyClone MEM (GE Healthcare Life Sciences,
Pittsburg, PA) supplemented with 10% fetal bovine serum,
2 mM L-glutamine (Sigma-Aldrich, St Louis, MO), 50 U/ml
penicillin, 50 μg/ml streptomycin (GE Healthcare Life Sci-
ences), and nonessential amino acids (Biowest, Nuaillé,
France).
Plasmids and transfections
A plasmid containing WT human ABCA1 with a C-terminal

FLAG epitope tag (pcDNA3.1-WT-ABCA1-FLAG) (17) was a
generous gift from K. Hirano, Osaka University, Osaka, Japan.
Three amino acid substitutions were present in this construct
compared with transcript NM_005502.4 (Ensembl Genome
Browser, release 109, https://ensembl.org/), namely p.R219K
(c.969A>G), p.I883M (c.2962A>G), and p.K1587R (c.5073A>G).
The latter substitution was described as being on the most
common allele according to The Genome Aggregation
Database (https://gnomad.broadinstitute.org/). The other two
were mutagenized to Arg219 and Ile883, which were
described as being on the most common alleles. A V5/His tag
was amplified from pcDNA3.1/V5-His C (Invitrogen, Carls-
bad, CA) adding flanking ApaI restriction sites. The
pcDNA3.1-WT-ABCA1-V5/his (WT ABCA1) construct was ob-
tained by restriction digestion and ligation utilizing an exist-
ing ApaI restriction site downstream of the ABCA1 insert in
pcDNA3.1-WT-ABCA1-FLAG. The WT ABCA1 construct was
used as a template to generate the different variants using
QuickChange II XL Mutagenesis Kit (Agilent Technologies,
Santa Clara, CA) according to the manufacturer’s instructions.
As a negative control, the synthetic variant p.K939M
(c.2816A>T) known to hamper the ATPase activity of ABCA1
was constructed (28). Furthermore, to assess the loss-of-
function phenotype, we employed clinically and function-
ally validated Tangier disease-causing variants: p.R587W
(c.1759C>T) (20, 29) and p.W590S (c.1769G>C) (19, 20), situated
in ECD1, p.C1477R (c.4429T>C) (20, 30) in ECD2, and p.Y1767D
(c.5299T>G) (31) in TMD2. The integrity of the plasmids was
confirmed by DNA sequencing of the complete ABCA1 open
reading frame using primers with sequence overlap. The
oligonucleotide sequences used for cloning, mutagenesis, and
sequencing are listed in supplemental Table S2.

HEK293 cells were transiently transfected using FuGENE
HD (Roche Diagnostics GmbH, Mannheim, Germany) in a 3:1
ratio of the amount of DNA for 24 h according to the man-
ufacturer’s instructions. The general transfection efficiency
of the plasmids was assessed by measuring mRNA levels using
quantitative PCR (supplemental Fig. S1A). Intra-assay trans-
fection efficiencies were monitored by co-transfection with a
renilla luciferase plasmid, phRL (Promega, Madison, WI) at a
ratio of 9:1 (supplemental Fig. S1B). The luminescence was
measured using Renilla Luciferase Assay System (Promega)
according to the manufacturer’s instructions and read on a
Synergy H1 Plate Reader (BioTek, Winooski, VT).
Isolation of HDL
Plasma was obtained from healthy blood donors, and HDL

(ρ = 1.080–1.210 g/ml) was isolated by ultracentrifugation us-
ing an Optima XPN-80 ultracentrifuge and a type 70Ti
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fixed-angel rotor (Beckman Coulter Inc, Fullerton, CA). In
brief, the plasma density (ρ = 1.006 g/ml) was adjusted to
ρ = 1.063 g/ml using natrium bromide (Sigma-Aldrich), and
centrifuged at 45,000 RPM (208,400 RCF) for 24 h at 10◦C. The
top layer consisting of non-relevant lipoproteins was dis-
carded, and the remaining solution was adjusted to
ρ = 1.210 g/ml prior to an additional centrifugation (45,000
RPM, 24 h, 10◦C). The resulting top layer HDL fraction was
dialyzed against PBS for removal of natrium bromide and
kept in an argon atmosphere to prevent oxidation. The lipid
profile and protein concentration of the HDL preparation
were measured at the Department of Medical Biochemistry,
Oslo University Hospital using standard methods. An ApoA1
concentration of >5.0 g/l in the HDL fraction was accepted.
Cholesterol efflux assay
The cholesterol efflux assay was adapted from and opti-

mized based on methods published by other groups (24, 32,
33). Briefly, HEK293 cells were seeded out at 30% confluence
and transiently transfected the following day. After 24 h, the
cells were washed with PBS at room temperature and loaded
with BODIPY-cholesterol (Cayman Chemicals, Ann Arbor,
MI) for 1 h at 37◦C using MEM with 0.0045 mM BODIPY-
cholesterol, 0.018 mM cholesterol, 5 mM Hepes, 2.5 mM
methyl-β-cyclodextrin, 2% fatty acid-free BSA, and 1% fetal
bovine serum (Sigma-Aldrich). One major refinement of the
method from Sankaranarayanan et al. (24) was to utilize the
cholesterol-solubilizing method from Widenmaier et al. (32).
Briefly, BODIPY-cholesterol was dissolved in ethanol
(0.45 mM) together with cholesterol (1.8 mM) and diluted to
0.009 mM in MEM with 10 mM Hepes and 5 mM methyl-
β-cyclodextrin to keep the BODIPY-cholesterol in solution.
The BODIPY solution was then mixed 1:1 with MEM con-
taining 4% fatty acid-free BSA and 2% fetal bovine serum,
making the final loading media. After cholesterol loading, the
cells were washed twice with PBS and equilibrated for 12–16 h
at 37◦C in MEM without phenol red (Gibco Life Technologies,
Paisley, UK) supplemented with 1 μg/ml avasimibe (Selleck
Chemicals LLC, Houston, TX). To minimize cholesterol
leakage in the equilibrium media, the BSA supplement re-
ported in previous protocols (24, 33) was omitted. The cells
were washed in PBS and incubated in acceptor medium
consisting of MEM without phenol red with 100 μg/ml HDL
for 4 h at 37◦C. The acceptor medium was harvested and
precleared by centrifugation to remove cell debris. The cell
lysate was harvested by scraping in lysis buffer (1% Triton X-
100 (Sigma-Aldrich), 150 mM NaCl, and 10 mM Tris-HCl [pH
7.4]) containing Complete™ Protease Inhibitor Cocktail
(Roche Diagnostics) and lysed by sonication (40% amplitude,
0.5 cycle for 10 pulses) before removing cell debris by
centrifugation. The amounts of BODIPY-cholesterol in 100 μl
acceptor media and 10 μg of lysate were quantified on a
Synergy H1 Plate Reader with an excitation and emission
wavelength of 480 nm and 508 nm, respectively. Cholesterol
efflux was calculated using the formula (medium signal/
[medium signal + lysate signal]). Acceptor-unrelated choles-
terol leakage was corrected for by subtracting efflux signal
from mock-transfected cells without acceptor. ABCA1-
unspecific cholesterol efflux was corrected for by subtract-
ing efflux from mock-transfected cells from all ABCA1
variant-expressing cells. Optimization and validation are
presented in supplemental Figs. S2–S6. A baseline threshold
for disease-causing variants was set to the cholesterol efflux
of the control construct (p.W590S) with the highest activity
(50% of WT ABCA1).
Fun
Western blot analyses
HEK293 cells were harvested by scraping in lysis buffer

and lysed by sonication or by incubation at −80◦C for 30 min
prior to cell debris being removed by centrifugation. A BCA
Protein Assay kit (Pierce Biotechnology, Waltham, MA) was
used to measure the protein concentration in the lysate
supernatants according to the manufacturer's instruction.
SDS-PAGE of 15 μg lysate was performed using 4–20% Cri-
terion™ TGX™ Precast Gels (Bio-Rad, Hercules, CA), which
were subsequently blotted to Immuno-Blot polyvinylidene
difluoride membranes (Bio-Rad). Before immunostaining, the
membranes were incubated with 5% Blotting Grade Blocker
Non-Fat Dry Milk (Bio-Rad) for 1 h at room temperature to
inhibit non-specific binding of antibodies. The amount of
ABCA1 was analyzed using a HRP-conjugated anti-V5 anti-
body (R961-25; Invitrogen) binding to the C-terminal V5 tag.
Two ABCA1-specific bands were often detected in the lysate,
as seen by others (34–36). Both bands were quantified
together and normalized to β-actin on the same blot. β-actin
was detected by an anti-β-actin antibody from Abcam
(ab213262; Cambridge, UK).

Assays for determining transport efficiency of
ABCA1 variants

The amount of ABCA1 present at the cell surface was
determined using cell-surface biotinylation and confocal
laser-scanning microscopy. In brief, HEK293 cells transiently
transfected with the ABCA1 plasmids were washed in PBS and
incubated in serum-free minimal medium (OptiMEM; Gibco
Life Technologies) overnight. The cells were washed two
times in ice-cold PBS supplemented with 1 mM MgCl2 and
0.1 mM CaCl2 prior to incubation with 1 mg/ml EZ-Link Sulfo-
NHS-LC-Biotin (Thermo Scientific) in biotinylation buffer
(154 mM NaCl, 10 mM Hepes [pH 7.6], 3 mM KCl, 1 mM MgCl2,
0.1 mM CaCl2, and 10 mM glucose) for 30 min on ice. After two
more wash steps, the unbound biotin was quenched with
100 mM glycine in ice-cold PBS for 30 min on ice and washed
two times prior to harvesting by scraping in lysis buffer. The
lysate was immunoprecipitated with Dynabeads™ MyOne™
Streptavidin T1 (Invitrogen) and analyzed by Western blot
analysis. For confocal laser-scanning microscopy analyses,
transiently transfected HEK293 cells seeded out on glass
bottom dishes were washed in PBS and fixated in 2% para-
formaldehyde at room temperature for 20 min. The dishes
were washed three times in Hanks’ balanced salt solution
(Gibco Life Technologies) before staining the cell membrane
for 10 min with 7.5 μg/ml wheat germ agglutinin (WGA)
Alexa Fluor™ 647 Conjugate (Invitrogen). After per-
meabilization with 0.05% saponin for 30 min, ABCA1 was
stained with an anti-V5 antibody (R960-25; Invitrogen) and
visualized using an Alexa Fluor™ 488-conjugated secondary
antibody (A11001; Invitrogen). Cell nuclei were stained using
Hoechst 33342 trihydrochloride trihydrate (Invitrogen). The
cells were analyzed with a Zeiss LSM 700 inverted confocal
laser-scanning microscope (Carl Zeiss Microscopy GmbH,
Jena, Germany) using a 63× objective, and colocalization was
assessed by the use of the Pearson’s correlation coefficient (R)
obtained from the Zeiss Zen microscopy image system.

Statistical analyses
Data are presented as mean (± standard deviations) unless

otherwise stated. Using Stata, version 17.0 (StataCorp LLC,
College Station, TX), P values were calculated with a
two-sample t-test assuming equal or unequal variance,
ctional characterization of missense variants in ABCA1 3



depending on results from an F-test checking for equal vari-
ances. The selected tail of the distribution (one-tailed or two-
tailed) is stated in the figure legends. A significance level of P
< 0.05 was used.
RESULTS

Cholesterol efflux activity
The functionality of the 51 ABCA1 variants was

assessed by analyzing cholesterol efflux activity in
transiently transfected HEK293 cells (Fig. 1A). Of the 51
analyzed variants, 12 (p.E284K, p.R306C, p.Y482C,
p.T483P, p.L510R, p.R579Q, p.G616V, p.Q621R, p.G790D,
p.L1379F, p.H1600R, and p.R1615W) demonstrated
cholesterol efflux activities below the disease-causing
threshold of 50% compared with WT ABCA1,
Fig. 1. Cholesterol efflux and total ABCA1 protein. Functional an
acterized ABCA1 variants and five previously characterized known
activity of benevolent variants (>80% efflux activity, white columns
variants of uncertain significance (50–80% efflux activity, gray co
umns) normalized to WT ABCA1 (WT) of four independent experim
****P < 0.0001, two-tailed t-test versus WT ABCA1. B: One representa
V5-HRP antibody. Relative total protein adjusted to level of β-actin
blots have been merged.
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classifying them as pathogenic loss-of-function variants
(Fig. 1A). Of the 12 variants, 11 are localized in ECD1 or
ECD2 (Fig. 2). The p.G790D variant is situated within an
alpha helix in TMD1, thought to transiently extend into
the extracellular space (10).

To establish a cholesterol efflux cutoff for variants
assumed not to affect ABCA1 function, we observed
that 10 of the tested variants (p.R130K, p.D176N,
p.R219K, p.M233V, p.P250L, p.V380I, p.V589I, p.T774P,
p.T1427M, and p.R1587K) appeared as reference se-
quences in more than two of the 29 species of verte-
brates chosen for the multiple sequence alignment
(supplemental Fig. S7). Given the presence of these
variants in several species and the fact that these
reference sequences are considered to encode func-
tional proteins, we utilized the average of the three
alyses of HEK293 cells transiently transfected with 51 unchar-
loss-of-function control variants. A: Relative cholesterol efflux
), loss-of-function variants (<50% efflux activity, black columns),
lumns), and loss-of-function control variants (black striped col-
ents. Error bar represents 1 SD. *P < 0.05, **P < 0.01, ***P < 0.001,
tive Western blot showing total ABCA1 protein detected using a
is presented in supplemental Fig. S8. Dotted lines denote where



Fig. 2. ABCA1 domain structure and localization of the 12 loss-of-function variants. The overall structure of ABCA1 colored by
domain: two ECDs, ECD1 in cyan and ECD2 in magenta; two TMDs, TMD1 in yellow and TMD2 in green; two nucleotide-binding
domains (NBDs) in red-violet and purple; and one regulatory (R) domain in orange. The enhanced picture on the right shows
structural mapping of the 12 pathogenic variants in the ECDs and the loops of the TMDs. The structure is based on the Protein Data
Bank structure 5XJY and made by the use of PyMOL (37).
variants with the lowest cholesterol efflux activity
(p.R130K, 79 ± 13%; p.P250L, 80 ± 17%; and p.V589I, 82
± 9%) as the foundation for considering cholesterol
efflux activity ≥80% as benevolent. Hence, variants
exhibiting intermediate impact on cholesterol efflux
activity (50–80% of WT ABCA1) present challenges in
prediction without comprehensive clinical association
data, designating them as variants of uncertain signifi-
cance based solely on cholesterol efflux activities
(Fig. 1A and supplemental Table S1).

Effect of variants in ABCA1 on the amount of ABCA1
The regulation of ABCA1 levels involves various

cholesterol-dependent post-translational modifica-
tions, predominantly influencing the degradation
rate. Furthermore, variants in ABCA1 affecting
protein folding and transport alter the overall
degradation rate (38). To assess the impact of ABCA1
variants on protein levels, we conducted Western
blot analyses of HEK293 cells transiently transfected
with each of the 51 variants (Fig. 1B). There was a
significant difference in total ABCA1 protein levels
in the majority of the variants compared with
WT ABCA1 (supplemental Fig. S8). Of the 12 iden-
tified loss-of-function variants, 10 had significantly
reduced ABCA1 levels, one (p.Q621R) had a similar
amount as that of WT ABCA1, whereas one
variant (p.G616V) displayed a significantly increased
Fun
amount of ABCA1. Consequently, deviations in total
protein levels may underlie deficient functionality
but do not fully explain the differences in the
cholesterol efflux caused by the different variants
in ABCA1.

Cell surface localization of ABCA1
Certain genetic variants causing Tangier disease have

previously been demonstrated to impair the trans-
location of ABCA1 to the cell membrane (19, 20). In
addition, increased proteasomal degradation of mis-
folded proteins or proteolysis prompted by reduced
interaction with ApoA1 can lead to reduced levels of
mature ABCA1 at the cell surface, making it chal-
lenging to distinguish whether the phenotype results
from increased degradation or impaired protein
transport. Consequently, we subjected the 12 loss-of-
function variants and the five control variants,
including the established translocation-defective
variant p.Y1767D (31), to biotinylation of surface-
exposed ABCA1 (Fig. 3A). To mitigate discrepancies
in protein levels arising from degradation, the amount
of immunoprecipitated lysates was corrected for the
total ABCA1 protein level quantified for each sample.
All 12 loss-of-function variants exhibited reduced levels
of biotinylated ABCA1 at the cell surface. Whereas,
p.W590S and p.K939M exhibited surface expression
levels comparable to that of WT ABCA1, the control
ctional characterization of missense variants in ABCA1 5



Fig. 3. Cell surface expression of the 12 loss-of-function variants. Cell surface expression of ABCA1 was assessed in transiently
transfected HEK293 cells. A: Relative cell surface expression, adjusted for total ABCA1 protein, of 12 loss-of-function variants (black
columns) and five control variants (black striped columns) normalized to WT ABCA1 (WT) of four independent experiments. Error
bar represents 1 SD. **P < 0.01, ***P < 0.001, ****P < 0.0001, two-tailed t-test versus WT ABCA1. One representative Western blot of
immunoprecipitate is shown. The dotted line denotes where blots have been merged. B: Confocal laser-scanning microscopy of WT
ABCA1 (WT), p.L510R (lowest surface expression in A), p.H1600R (intermediate surface expression in A), and control variant
p.C1477R is shown. ABCA1 was detected using an anti-V5 antibody (green), and WGA (red) was used as membrane marker. Nuclei
were stained with Hoechst (blue). Colocalization coefficient R is presented as mean ± SD of three independent experiments with at
least three replicates per experiment. A scale bar of 10 μm is shown for WT ABCA1.
p.C1477R demonstrated a similar degree of trans-
location deficiency as p.Y1767D.

To add to the protein analyses, the two variants with
the most significant deficiency in cholesterol efflux
activity (p.L510R and p.H1600R) and the control variant
p.C1477R were each transiently transfected into
HEK293 cells and examined by confocal laser-scanning
microscopy (Fig. 3B). The WT ABCA1 protein demon-
strated distinct membrane distribution and colocaliza-
tion with the plasma membrane marker WGA (R = 0.26
± 0.04). Whereas p.H1600R showed pronounced
reduced cell-surface localization (R = 0.12 ± 0.02), the
colocalization with WGA was negligible for p.L510R
(R = 0.01 ± 0.01), consistent with the biotinylation data
(Fig. 3A). The translocation deficiency of the control
p.C1477R was also reproduced by a significantly
reduced cell surface localization compared with that of
WT ABCA1 (R = 0.11 ± 0.01).

Functional rescue of ABCA1 loss-of-function
variants

Given the reduced cell surface protein levels
observed for all 12 loss-of-function variants, we
explored the possibility for functional rescue of the
mutated proteins. Proteasomal inhibition has been
proposed as a therapeutic strategy targeting
6 J. Lipid Res. (2024) 65(1) 100482
mislocalized or transport defective proteins in other
pathologies, and degradation of ABCA1 has been shown
to be strongly impaired by proteasomal inhibitors (38,
39). To this end, transiently transfected HEK293 cells
were subjected to treatment with the proteasomal in-
hibitor epoxomicin (Sigma-Aldrich) for 20 h and
analyzed for protein levels and cholesterol efflux
(Fig. 4). The inhibition of proteasomal degradation led
to an increase of total ABCA1 protein levels for all
variants, including WT ABCA1, confirming that a
portion of the ABCA1 protein normally undergoes
proteasome-mediated degradation (Fig. 4A and
supplemental Fig. S9A). However, the elevated expres-
sion levels only translated into a significant increase in
cholesterol efflux for the three variants p.E284K,
p.R306C, and p.Y482C (Fig. 4B). Despite a lack of func-
tional rescue for the remaining nine variants, their cell
surface levels were markedly increased (supplemental
Fig. S9B). Notably, despite a 3-fold increase in cell sur-
face expression, p.G790D exhibited a noticeable reduc-
tion in cholesterol efflux activity upon epoxomicin
treatment (Fig. 4B).

The chemical chaperone 4-phenylbutyric acid
(4-PBA) interacts with exposed hydrophobic segments
and aids in the folding of proteins in the endoplasmic
reticulum (ER), thereby mitigating ER stress (40). 4-



Fig. 4. Functional rescue of ABCA1 loss-of-function variants. Rescue of ABCA1 functionality by 20 h incubation with epoxomicin
(1 μM) or 4-PBA (10 mM) assessed for 12 loss-of-function variants and five control variants. A: Total ABCA1 protein from a selection
of transiently transfected HEK293 cells incubated with epoxomicin or 4-PBA analyzed by Western blot analysis. One representative
blot of three independent experiments is shown. Western blot and relative total ABCA1 protein corrected for β-actin for all 12
variants are found in supplemental Figs. S9A and S10A. Relative cholesterol efflux activity normalized to mock-treated WT ABCA1
(WT) presented as mean of three independent experiments for transiently transfected HEK293 cells incubated with (B) epoxomicin
(gray columns) or equal volume of DMSO (black columns) or (C) 4-PBA (gray columns) or equal volume of dH2O (black columns).
Error bar represents 1 SD (*P < 0.05, **P < 0.01, one-tailed t-test vs mock-treated cells). Control variants are shown as striped columns.
D: Relative cell surface expression analyzed by Western blot analysis of variants and controls not regaining functionality by 4-PBA
treatment. The samples are normalized to mock-treated cells presented as mean of three independent experiments (P < 0.05, one-
tailed t-test vs mock-treated cells). Controls are shown as striped columns. Error bar represents 1 SD. Nonsignificant expression
difference (ns) is indicated. One representative Western blot is presented in supplemental Fig. S10B.
PBA has been shown to be capable of restoring func-
tionality in transport-defective ABCA1, including the
Tangier disease-associated variant p.Y1767D (31).
Consequently, HEK293 cells transiently transfected
with each of the 12 loss-of-function variants were
treated with 4-PBA (Sigma-Aldrich) for 20 h and
analyzed for ABCA1 levels, cholesterol efflux, and cell
surface expression (Fig. 4). Similar to epoxomicin,
4-PBA elevated ABCA1 levels for all variants (Fig. 4A
and supplemental Fig. S10A). As seen with epoxomicin,
functional rescue of cholesterol efflux was genotype
dependent (Fig. 4C). The cholesterol efflux activity of
the variants p.E284K, p.R306C, and p.Y482C was
increased, which was also seen when inhibiting pro-
teasomal degradation. Furthermore, p.T483P, p.R579Q,
p.Q621R, and p.L1379F showed a marked boost in
cholesterol efflux. While none of the pathogenic
control variants responded to epoxomicin, p.R587W
Fun
and p.W590S, in addition to p.Y1767D, regained some
activity when treated with 4-PBA. Despite the absence
of a functional response to 4-PBA, the variants
p.L510R, p.G616V, p.H1600R, and p.R1615W exhibited a
3–8-fold increase in ABCA1 surface levels (Fig. 4D and
supplemental Fig. S10B). The surface expression of
p.G790D remained unresponsive to 4-PBA. Notably,
there was no discernible discrepancy in the extent of
ER stress between WT ABCA1 and the loss-of-function
variants, implying that none of the variants led to
detrimental accumulation of misfolded protein in the
ER (supplemental Fig. S11).

Stabilization of ABCA1 loss-of-function variants
ApoA1 plays a pivotal role in stabilizing and safe-

guarding the ABCA1 protein against calpain-mediated
degradation at the plasma membrane (41). Given that
all 12 loss-of-function variants exhibited compromised
ctional characterization of missense variants in ABCA1 7



transport capabilities, a reduced ability to bind to
ApoA1 at the cell surface will be expected. To
circumvent the translocation deficiency, we examined
the interaction between ABCA1 and ApoA1 by assessing
the potential of ApoA1 to stabilize the mutated proteins
at the cell surface (42). In this assay, HEK293 cells
transiently transfected with each of the 12 loss-of-
function variants were treated with 10 μg/ml recombi-
nant human ApoA1 (Abcam) for 2 h at 37◦C prior to
biotinylation and subsequent analysis of cell surface
ABCA1 levels (Fig. 5 and supplemental Fig. S12). While
WT ABCA1 gained a 50% stabilization (P < 0.05), the
negative control p.K939M displayed no responsiveness
to ApoA1 treatment. In accordance with the functional
rescue obtained for five of the variants (p.R306C,
p.Y482C, p.R579Q, p.G621R, and p.L1379F) (Fig. 4), these
variants were also significantly stabilized by recombi-
nant ApoA1 indicating that these variants retain some
ability to interact with the cholesterol acceptor.
Conversely, the remaining seven variants exhibited
negligible response to recombinant ApoA1, indicating
diminished or defective interaction with the cholesterol
acceptor. Adding to the discrepancy in the functional
assessment of p.C1477R, this variant was significantly
stabilized by ApoA1.
DISCUSSION

Although genetic variants causing minor reductions
in HDL cholesterol levels are not associated with
atherosclerotic coronary artery disease, clinical data
connect monogenic HDL deficiency disorders, like
those caused by ABCA1 loss-of-function variants, to a
heightened risk of early onset CVD (13). In this study,
we have examined 51 ABCA1 missense variants
Fig. 5. Stabilization of ABCA1 loss-of-function variants by recomb
function variants (black columns) and five control variants (striped
10 μg/ml recombinant ApoA1 (gray columns) for 2 h. The samples
Western blot experiments (*P < 0.05, **P < 0.01, one-tailed t-test vs m
Western blot is presented in supplemental Fig. S12.

8 J. Lipid Res. (2024) 65(1) 100482
associated with HDL deficiencies, of which only 12
could be confirmed pathogenic by functional assays.
Thus, evaluating the pathogenicity of genetic variants
in ABCA1 by functional characterization is of clinical
importance. Whereas, functional characterization
strengthens pathogenicity assessments, screening tech-
niques must be accessible and cost effective for func-
tional studies to be implemented. Herein, we have
optimized a sensitive fluorescence-based cholesterol
efflux assay suited for large-scale screening in a stan-
dard laboratory environment.

Focusing on variants affecting the ECDs of ABCA1,
33 variants were clustered in ECD1, 11 variants in ECD2,
and seven variants were located in the hinges (EH) or
protruding extracellular linkers between the trans-
membrane helices. In accordance with other studies (20),
we observed a significant difference in ABCA1 levels in
lysates between the majority of the variants studied,
compared with that of the WT ABCA1. This indicates
that even minor structural alterations could influence
the overall ABCA1 protein level, although there was no
clear translation to cholesterol efflux capability.

Previous categorization studies have grouped ABCA1
variants into four types based on dysfunction (43):
maturation-defective variants, lipid translocation-
defective variants, ApoA1-binding defective variants,
and variants rendering abnormal ATP hydrolysis. As
the 12 loss-of-function variants identified in this study
exhibited diminished protein levels at the cell surface,
all these variants are assumed to be at least partly
maturation defective. Since many of the loss-of-
function variants had almost as much as 50% cell sur-
face located protein compared with that of WT ABCA1,
we questioned whether they also were defective in
ApoA1 binding or lipid translocation.
inant ApoA1. Relative cell surface expression for the 12 loss-of-
columns) normalized to WT ABCA1 (WT) after stabilization by
are presented as mean quantified protein of three independent
ock-treated cells). Error bar represents 1 SD. One representative



From a personalized medicine perspective, under-
standing the specific protein dysfunction is essential
for guiding therapeutic strategies, as evidenced by
treatments for other disorders (44, 45). Approaches
that target the ubiquitin-proteasome system or employ
chemical chaperones may restore lipid transport
functionality especially in patients with maturation-
defective ABCA1 loss-of-function variants (31, 38).
Given existing reports on the polyubiquitination and
proteasomal degradation of ABCA1 (38, 46), we
explored the extent to which protein dysfunction
could be rescued and bypassed by using the protea-
some inhibitor epoxomicin and the chemical chap-
erone 4-PBA.

Whereas, epoxomicin is a specific inhibitor of the
proteasome, 4-PBA interacts with the hydrophobic do-
mains of misfolded proteins and increase the protein-
folding capacity of the ER by reducing aggregation
(47). Both epoxomicin and 4-PBA elevated the total
protein level of all ABCA1 variants in our study. This
suggests that a considerable amount of overexpressed
ABCA1 is normally degraded through the ER-associated
protein degradation pathways, corroborating the find-
ings of Hsieh et al. (38). Furthermore, none of the vari-
ants caused increased cellular ER stress compared with
that of the WT ABCA1. However, only three variants
(p.E284K, p.R306C, and p.Y482C) regained functionality
when epoxomicin was employed. Interestingly, in addi-
tion to increasing cholesterol efflux for these three
variants, 4-PBA increased the functionality of variants
not rescued by epoxomicin (p.T483P, p.R579Q, p.Q621R,
and p.L1379F). This observation indicates that degrada-
tion induced by aggregation of misfolded proteins,
rather than degradation through the ubiquitin-
proteasome system, may be a more common cause of
the ABCA1 loss-of-function phenotype (48). Whereas
4-PBA has been shown to restore both plasma mem-
brane localization and cholesterol efflux function for
other translocation-defective ABCA1 variants (31), the
rescue effect was clearly dependent on the genotype.

Five variants (p.L510R, p.G616V, p.G790D, p.H1600R,
and p.R1615W) did not exhibit restoration of func-
tionality with epoxomicin or 4-PBA. To delve deeper
into this issue, we examined the cell membrane locali-
zation of ABCA1 for these variants. Whereas epox-
omicin treatment notably increased cell surface protein
levels for all variants, the effect of 4-PBA was genotype
dependent. There was a chaperone-induced increase in
the level of surface-exposed ABCA1 for p.G616V,
p.H1600R, and p.R1615W, and to a lesser extent for
p.L510R. However, there was no observed increase in
ABCA1 protein level on the cell surface for p.G790D.

The p.G790D variant is situated within an alpha helix
in the TMD, which is thought to occasionally protrude
into the extracellular space (10). A detailed examination
of the Gly790 position within the ABCA1 protein re-
veals a region composed of closely packed alpha helices,
which are most likely positioned within the
Fun
hydrophobic lipid bilayer. Residue Gly790 is highly
conserved across species, and the substitution of the
small glycine with the larger and highly hydrophilic
aspartic acid is likely to significantly impact protein
folding, rendering the mutated protein dysfunctional
and preventing it from reaching the cell surface.
Accordingly, this variant exhibited one of the lowest
levels of cholesterol efflux of all variants analyzed in
this study. The p.G790D variant was identified in a male
patient exhibiting symptoms of Tangier disease and a
low HDL cholesterol level of 0.18 mmol/l (49). This
patient was compound heterozygous for variants
p.G790D and p.N1800H (c.5398A>C). The p.N1800H
variant has previously been investigated by Sorrenson
et al. (31), who found a 30% reduction in cholesterol
efflux levels compared with that of WT ABCA1.
Therefore, it remains uncertain whether the low HDL
cholesterol level in this patient is primarily attributed to
one of the two variants or a combination of both.

Whereas, 4-PBA restored plasma membrane locali-
zation for the four variants p.L510R, p.G616V,
p.H1600R, and p.R1615W, they did not regain func-
tionality. Given that variants in ECDs are unlikely to
impair ATP hydrolysis, it is highly probable that these
variants have defective lipid translocation or ApoA1-
binding capabilities. Furthermore, ABCA1 variants
causing impaired interaction with ApoA1 have been
reported (19). To add to this notion, we examined if the
12 loss-of-function variants influenced the stabilizing
effect that recombinant ApoA1 has on ABCA1 protein,
as an indicator of preserved protein functionality (41).
A subset of variants exhibited a significant upregula-
tion of cell surface ABCA1 upon stabilization by
ApoA1. In contrast, the variants p.T483P, p.L510R,
p.G616V, p.G790D, p.H1600R, and p.R1615W remained
unaffected by ApoA1 treatment. Five of these six non-
responsive variants match those unresponsive to 4-PBA
treatment, indicating that their dysfunction is not solely
because of impaired transport to the cell surface.
Interestingly, despite being categorized as an ApoA1
binding-defective variant (20, 50), p.C1477R exhibited
enhanced stability when treated with recombinant
ApoA1 in our study. We suspect that this variant may
influence ABCA1 function in multiple ways. We
postulate that the elevated levels of recombinant
ApoA1 facilitate binding to the mutated low-affinity
binding site in p.C1477R, thereby compensating for
some of the functional deficits of the loss-of-function
variant. In contrast to other reports, our findings also
indicate that levels of cell surface p.C1477R are reduced
compared with that of WT ABCA1, leading us to hy-
pothesize that this variant may impede the maturation
and/or transport of ABCA1 to the cell surface in
addition to exhibiting defective ApoA1 binding. An
ambiguity arises as both WT ABCA1 and the reported
binding-deficient p.C1477R responded to ApoA1 stabi-
lization. Therefore, the degree of stabilization falls
ctional characterization of missense variants in ABCA1 9



short in confirming if the variant dysfunction is due to
inadequate ApoA1 binding.

There is currently a phase 3 trial underway assessing
the potential of recombinant ApoA1 in reconstituted
HDL (CSL112) as a therapeutic strategy for preventing
early recurrent cardiovascular events after a myocar-
dial infarction (51). CSL112 has demonstrated a dose-
dependent increase in cholesterol efflux, reaching up
to a 4-fold increase in healthy adult subjects (52).
Notably, its therapeutic efficacy for patients with vari-
ants in ABCA1 would be contingent upon the ability of
ABCA1 to interact with ApoA1 and that the variant has
some retained functionality. Variants, such as p.L510R,
p.G616V, p.G790D, p.H1600R, and p.R1615W, displayed
little or no retained function, were not stabilized by
ApoA1, and gained no resurgence in cholesterol efflux
activity after treatments with epoxomicin or 4-PBA.
Thus, our findings suggest that individuals with these
variants might not benefit from recombinant ApoA1
infusion, emphasizing the significance of functionally
characterizing genetic variants for personalized
medicine.

In a recent benchmark study by Segrest et al. (12)
ABCA1 is postulated to act as an extracellular phos-
pholipid translocase, in contrast to the generally
accepted alternating-access model for substrate export
by ABC transporters (53). Segrest et al. identified two
new central subdomains in ECD1, namely the gateway
(residues 564–592) and annulus (residues 69, 71–80, 363,
and 368–379) domains. As a translocase, ABCA1 extracts
lipids from the outer face of the plasma membrane and
forces phospholipids through the gateway and annulus
into the elongated hydrophobic tunnel of ECD1. Salt-
bridge formation between the charged residues of the
gateway and the phospholipids are crucial for this
translocation. Whereas none of the variants character-
ized in our study are located in the central portion of
the annulus domain (residues 73–74, 77, 371, and 375),
seven variants (p.N567Y, p.D571G, p.D575G, p.R579Q,
p.D585E, p.V589I, and p.G592C) are located in the
gateway domain. Of these, only p.V589I is characterized
as a benevolent variant with normal functionality,
which likely can be attributed to the similarities in size
and properties between the amino acids valine and
isoleucine. In contrast, p.R579Q was the only one of
these seven variants that is characterized as loss of
function, the other five variants have reduced func-
tionality but with uncertain significance. Our findings
align with the suggestion that the charged residues in
the gateway domain appear to be important for the
functionality of ABCA1. All the 12 loss-of-function
variants characterized in our study presented with
transport deficiency and reduced cell surface expres-
sion of ABCA1. Interestingly, none of the variants
studied by Segrest et al. (12) deferred from the control
construct in regard to cell surface expression. Although
different cell model and overexpression systems are
utilized, our results suggest the importance of
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considering ABCA1 protein turnover when assessing
cell surface expression.

We found no direct association between amount of
total ABCA1 protein and cholesterol efflux activity. This
observation underscores that total ABCA1 protein levels
may not accurately reflect functionality; instead, for
certain variants, they may suggest protein aggregation
and consequent dysfunction. Whereas 4-PBA and
epoxomicin led to a notable elevation in both total and
surface WT ABCA1 protein, this did not, however,
translate to a corresponding increase in cholesterol
efflux activity. This raises the question about the suit-
ability of the overexpression system and assay employed
in this study for examining potential ABCA1 gain-of-
function variants. It is plausible that ABCA1 variants
that generally enhance the cholesterol efflux activity of
the transporter may not be advantageous for the cell, as
they may disrupt cholesterol homeostasis and poten-
tially influence the risk of cardiovascular events.
Furthermore, given the substantial turnover rate of
ABCA1 protein, one could speculate if a gain-of-
function phenotype would be attenuated by increased
degradation.

Evaluating available clinical data for the 12 loss-of-
function variants showed a consensus with our find-
ings, in which all the variants are being associated with
HDL cholesterol levels in the lowest 10th percentile and
decreased levels of ApoA1 (supplemental Table S3).
However, this lipid profile is also reported for the ma-
jority of subjects harboring the other missense variants
characterized in this study, many of whom are hetero-
zygous. A large number of these variants were origi-
nally reported from screening studies of large patient
cohorts, with the inclusion criteria being severely
reduced serum HDL cholesterol levels. Taking into ac-
count the considerable impact polygenic and lifestyle
factors have on serum lipid levels, and the large num-
ber of genetic variants reported in ABCA1, the clinical
genotype-phenotype association is uncertain. In com-
parison, pathogenicity assessment and phenotype asso-
ciation are strongly asserted when emphasized by case
reports on homozygous patients. During the finaliza-
tion of this article, Barbosa-Gouveia et al. (54) reported
the finding of p.H1600R in a clinically verified Tangier
disease patient. The homozygous male patient had
splenomegaly, hepatosplenomegaly, a HDL cholesterol
level of 0.05 mmol/l, and no detectable ApoA1 in
serum, in addition to a family history of premature
cardiovascular events.

Through a combination of experimental techniques,
we have ascertained the pathogenicity of 51 ABCA1
missense variants, of which 12 were identified as being
pathogenic loss-of-function variants. A notable pro-
portion of the ABCA1 variants studied aligned with
predictions based on bioinformatic tools like PolyPhen-
2 (55), MutationTaster (56), SIFT (57), and with AMCG/
AMP guideline classification (25). However, some dis-
crepancies between clinical presentations, functional



characterizations, and in silico predictions emphasize,
notably for the loss-of-function variants, the indis-
pensability of functional tests in ascertaining the
pathogenicity of novel genetic variants. Our results
suggest potential genotype-dependent therapeutic
strategies for HDL deficiency patients, including the
infusion of recombinant ApoA1. Ultimately, under-
standing the underlying molecular mechanisms of the
dyslipidemic phenotypes could pave the way for
personalized treatment strategies in the future.

Data availability
All data supporting the findings of this study are

available within this article and its supplemental data.

Supplemental data
This article contains supplemental data (12, 23–26, 32, 33,

37, 54–88).

Author contributions
T. P. L. and T. B. S. conceptualization; M. T. and T. B. S.

methodology; M. T. validation; K. B. and T. P. L. formal
analysis; M. T. and Å. S. Ø. investigation; T. B. S.
writing–original draft; M. T., Å. S. Ø., K. B., T. P. L., and M. P.
B. writing–review & editing; M. T. and T. B. S. visualization;
K. B. and T. B. S. supervision; T. B. S. project administration.

Author ORCIDs
Marianne Teigen https://orcid.org/0000-0001-9694-4492
Åsa Schawlann Ølnes https://orcid.org/0000-0002-9400-
6942
Thea Bismo Strøm https://orcid.org/0000-0002-6636-
9834

Funding and additional information
This research did not receive any specific grant from

funding agencies in the public, commercial, or not-for-
profit sectors.

Conflict of interest
The authors declare that they have no conflicts of interest

with the contents of this article.

Abbreviations
4-PBA, 4-phenylbutyric acid; ApoA1, apolipoprotein A1;

ECD, extracellular domain; EH, extracellular helix; ER,
endoplasmic reticulum; HEK293, human embryonic kidney
293 cell line; HGMD, Human Gene Mutation Database;
TMD, transmembrane domain; WGA, wheat germ
agglutinin.

Manuscript received October 23, 2023, and in revised form
November 22, 2023. Published, JLR Papers in Press,
December 3, 2023, https://doi.org/10.1016/j.jlr.2023.100482
REFERENCES

1. WHO. (2021). In Cardiovascular Diseases (CVDs). World Health Or-
ganization (WHO), Geneva, Switzerland
Func
2. Mahley, R. W., Innerarity, T. L., Rall, S. C., Jr., and Weisgraber, K.
H. (1984) Plasma lipoproteins: apolipoprotein structure and
function. J. Lipid Res. 25, 1277–1294

3. Ouimet, M., Barrett, T. J., and Fisher, E. A. (2019) HDL and
reverse cholesterol transport. Circ. Res. 124, 1505–1518

4. Grundy, S. M., Stone, N. J., Bailey, A. L., Beam, C., Birtcher, K. K.,
Blumenthal, R. S., et al. (2019) 2018 AHA/ACC/AACVPR/
AAPA/ABC/ACPM/ADA/AGS/APhA/ASPC/NLA/PCNA
guideline on the management of blood cholesterol: a report
of the American College of cardiology/American heart as-
sociation task force on clinical practice guidelines. J. Am. Coll.
Cardiol. 73, e285–e350

5. Chen, Z., Peto, R., Collins, R., MacMahon, S., Lu, J., and Li, W.
(1991) Serum cholesterol concentration and coronary heart dis-
ease in population with low cholesterol concentrations. BMJ. 303,
276–282

6. Expert Panel on Detection, Evaluation, and Treatment of High
Blood Cholesterol in Adults. (2001) Executive summary of the
third report of the national cholesterol education program
(NCEP) expert panel on detection, evaluation, and treatment of
high blood cholesterol in adults (adult treatment panel III).
JAMA. 285, 2486–2497

7. Zannis, V. I., Fotakis, P., Koukos, G., Kardassis, D., Ehnholm, C.,
Jauhiainen, M., et al. (2015) HDL biogenesis, remodeling, and
catabolism. Handb. Exp. Pharmacol. 224, 53–111

8. Francis, G. A. (2016) Chapter 15 - high-density lipoproteins: meta-
bolism and protective roles against atherosclerosis. In Biochemistry
of Lipids, Lipoproteins and Membranes, 6th Ed., N. D. R. R. S. McLeod,
editor. Elsevier, Amsterdam, The Netherlands, 437–457

9. Chen, L., Zhao, Z-W., Zeng, P-H., Zhou, Y-J., and Yin, W-J. (2022)
Molecular mechanisms for ABCA1-mediated cholesterol efflux.
Cell Cycle. 21, 1121–1139

10. Qian, H., Zhao, X., Cao, P., Lei, J., Yan, N., and Gong, X. (2017)
Structure of the human lipid exporter ABCA1. Cell. 169,
1228–1239.e10

11. Nagata, K. O., Nakada, C., Kasai, R. S., Kusumi, A., and Ueda, K.
(2013) ABCA1 dimer-monomer interconversion during HDL
generation revealed by single-molecule imaging. Proc. Natl. Acad.
Sci. U. S. A. 110, 5034–5039

12. Segrest, J. P., Tang, C., Song, H. D., Jones, M. K., Davidson, W. S.,
Aller, S. G., et al. (2022) ABCA1 is an extracellular phospholipid
translocase. Nat. Commun. 13, 4812

13. Hooper, A. J., Hegele, R. A., and Burnett, J. R. (2020) Tangier
disease: update for 2020. Curr. Opin. Lipidol. 31, 80–84

14. Wang, J., Xiao, Q., Wang, L., Wang, Y., Wang, D., and Ding, H.
(2022) Role of ABCA1 in cardiovascular disease. J. Pers. Med. 12,
1010

15. Srivastava, N., Cefalu, A. B., Averna, M., and Srivastava, R. A. K.
(2020) Rapid degradation of ABCA1 protein following cAMP
withdrawal and treatment with PKA inhibitor suggests ABCA1 is
a short-lived protein primarily regulated at the transcriptional
level. J. Diabetes Metab. Disord. 19, 363–371

16. Lawn, R. M., Wade, D. P., Garvin, M. R., Wang, X., Schwartz, K.,
Porter, J. G., et al. (1999) The Tangier disease gene product ABC1
controls the cellular apolipoprotein-mediated lipid removal
pathway. J. Clin. Invest. 104, R25–R31

17. Tsukamoto, K., Hirano, K., Tsujii, K., Ikegami, C., Zhongyan,
Z., Nishida, Y., et al. (2001) ATP-binding cassette transporter-1
induces rearrangement of actin cytoskeletons possibly
through Cdc42/N-WASP. Biochem. Biophys. Res. Commun. 287,
757–765

18. Nishida, Y., Hirano, K., Tsukamoto, K., Nagano, M., Ikegami, C.,
Roomp, K., et al. (2002) Expression and functional analyses of
novel mutations of ATP-binding cassette transporter-1 in Japa-
nese patients with high-density lipoprotein deficiency. Biochem.
Biophys. Res. Commun. 290, 713–721

19. Tanaka, A. R., Abe-Dohmae, S., Ohnishi, T., Aoki, R., Morinaga,
G., Okuhira, K., et al. (2003) Effects of mutations of ABCA1 in the
first extracellular domain on subcellular trafficking and ATP
binding/hydrolysis. J. Biol. Chem. 278, 8815–8819

20. Singaraja, R. R., Visscher, H., James, E. R., Chroni, A., Coutinho, J.
M., Brunham, L. R., et al. (2006) Specific mutations in ABCA1
have discrete effects on ABCA1 function and lipid phenotypes
both in vivo and in vitro. Circ. Res. 99, 389–397

21. Lee, J. Y., Karwatsky, J., Ma, L., and Zha, X. (2011) ABCA1 in-
creases extracellular ATP to mediate cholesterol efflux to
ApoA-I. Am. J. Physiol. Cell Physiol. 301, C886–894
tional characterization of missense variants in ABCA1 11

https://orcid.org/0000-0001-9694-4492
https://orcid.org/0000-0001-9694-4492
https://orcid.org/0000-0002-9400-6942
https://orcid.org/0000-0002-9400-6942
https://orcid.org/0000-0002-9400-6942
https://orcid.org/0000-0002-6636-9834
https://orcid.org/0000-0002-6636-9834
http://doi.org/https://doi.org/10.1016/j.jlr.2023.100482
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref1
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref1
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref2
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref2
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref2
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref2
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref3
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref3
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref3
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref4
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref5
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref5
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref5
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref5
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref5
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref6
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref7
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref7
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref7
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref7
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref8
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref8
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref8
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref8
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref8
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref9
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref9
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref9
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref9
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref10
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref10
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref10
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref10
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref11
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref11
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref11
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref11
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref11
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref12
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref12
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref12
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref13
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref13
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref13
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref14
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref14
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref14
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref15
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref15
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref15
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref15
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref15
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref15
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref16
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref16
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref16
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref16
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref16
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref17
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref17
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref17
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref17
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref17
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref17
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref18
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref18
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref18
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref18
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref18
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref18
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref19
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref19
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref19
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref19
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref19
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref20
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref20
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref20
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref20
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref20
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref21
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref21
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref21
http://refhub.elsevier.com/S0022-2275(23)00155-4/sref21


22. Liu, M., Mei, X., Herscovitz, H., and Atkinson, D. (2019) N-ter-
minal mutation of apoA-I and interaction with ABCA1 reveal
mechanisms of nascent HDL biogenesis. J. Lipid Res. 60, 44–57

23. Zhang, J., Cai, S., Peterson, B. R., Kris-Etherton, P. M., and Heuvel,
J. P. (2011) Development of a cell-based, high-throughput
screening assay for cholesterol efflux using a fluorescent mimic
of cholesterol. Assay Drug Dev. Technol. 9, 136–146

24. Sankaranarayanan, S., Kellner-Weibel, G., de la Llera-Moya, M.,
Phillips, M. C., Asztalos, B. F., Bittman, R., et al. (2011) A sensitive
assay for ABCA1-mediated cholesterol efflux using BODIPY-
cholesterol. J. Lipid Res. 52, 2332–2340

25. Richards, S., Aziz, N., Bale, S., Bick, D., Das, S., Gastier-Foster, J.,
et al. (2015) Standards and guidelines for the interpretation of
sequence variants: a joint consensus recommendation of the
American College of medical genetics and Genomics and the
association for molecular Pathology. Genet. Med. 17, 405–424

26. Dash, R., Ali, M. C., Rana, M. L., Munni, Y. A., Barua, L., Jahan, I.,
et al. (2020) Computational SNP analysis and molecular simula-
tion revealed the most deleterious missense variants in the NBD1
domain of human ABCA1 transporter. Int. J. Mol. Sci. 21, 7606

27. Gelissen, I. C., Harris, M., Rye, K. A., Quinn, C., Brown, A. J.,
Kockx, M., et al. (2006) ABCA1 and ABCG1 synergize to mediate
cholesterol export to apoA-I. Arterioscler. Thromb. Vasc. Biol. 26,
534–540

28. Wang, N., Silver, D. L., Thiele, C., and Tall, A. R. (2001) ATP-
binding cassette transporter A1 (ABCA1) functions as a choles-
terol efflux regulatory protein. J. Biol. Chem. 276, 23742–23747

29. Pisciotta, L., Bocchi, L., Candini, C., Sallo, R., Zanotti, I., Fasano, T.,
et al. (2009) Severe HDL deficiency due to novel defects in the
ABCA1 transporter. J. Intern. Med. 265, 359–372

30. Brooks-Wilson, A., Marcil, M., Clee, S. M., Zhang, L-H., Roomp, K.,
van Dam, M., et al. (1999) Mutations in ABC1 in Tangier disease
and familial high-density lipoprotein deficiency. Nat. Genet. 22,
336–345

31. Sorrenson, B., Suetani, R. J., Williams, M. J., Bickley, V. M.,
George, P. M., Jones, G. T., et al. (2013) Functional rescue of
mutant ABCA1 proteins by sodium 4-phenylbutyrate. J. Lipid Res.
54, 55–62

32. Widenmaier, S. B., Snyder, N. A., Nguyen, T. B., Arduini, A., Lee,
G. Y., Arruda, A. P., et al. (2017) NRF1 is an ER membrane sensor
that is central to cholesterol homeostasis. Cell. 171, 1094–1109.e15

33. Low, H., Hoang, A., and Sviridov, D. (2012) Cholesterol efflux
assay. J. Vis. Exp. , e3810. https://doi.org/10.3791/3810

34. Bortnick, A. E., Rothblat, G. H., Stoudt, G., Hoppe, K. L., Royer, L.
J., McNeish, J., et al. (2000) The correlation of ATP-binding
cassette 1 mRNA levels with cholesterol efflux from various
cell lines. J. Biol. Chem. 275, 28634–28640

35. Koldamova, R. P., Lefterov, I. M., Ikonomovic, M. D., Skoko, J.,
Lefterov, P. I., Isanski, B. A., et al. (2003) 22R-hydroxycholesterol
and 9-cis-retinoic acid induce ATP-binding cassette transporter
A1 expression and cholesterol efflux in brain cells and decrease
amyloid beta secretion. J. Biol. Chem. 278, 13244–13256

36. Kumar, R., McClain, D., Young, R., and Carlson, G. A. (2008)
Cholesterol transporter ATP-binding cassette A1 (ABCA1) is
elevated in prion disease and affects PrPC and PrPSc concen-
trations in cultured cells. J. Gen. Virol. 89, 1525–1532

37. The PyMOL Molecular Graphics System, Version 2.5.2.. 2020. Schrö-
dinger, LLC, New York, NY

38. Hsieh, V., Kim, M. J., Gelissen, I. C., Brown, A. J., Sandoval, C.,
Hallab, J. C., et al. (2014) Cellular cholesterol regulates ubiquiti-
nation and degradation of the cholesterol export proteins
ABCA1 and ABCG1. J. Biol. Chem. 289, 7524–7536

39. Mohanraj, K., Wasilewski, M., Beninca, C., Cysewski, D., Poznan-
ski, J., Sakowska, P., et al. (2019) Inhibition of proteasome rescues
a pathogenic variant of respiratory chain assembly factor
COA7. EMBO Mol. Med. 11, e9561

40. Cortez, L., and Sim, V. (2014) The therapeutic potential of
chemical chaperones in protein folding diseases. Prion. 8,
197–202

41. Martinez, L. O., Agerholm-Larsen, B., Wang, N., Chen, W., and
Tall, A. R. (2003) Phosphorylation of a pest sequence in ABCA1
promotes calpain degradation and is reversed by ApoA-I. J. Biol.
Chem. 278, 37368–37374

42. Wang, N., Chen, W., Linsel-Nitschke, P., Martinez, L. O., Ager-
holm-Larsen, B., Silver, D. L., et al. (2003) A PEST sequence in
ABCA1 regulates degradation by calpain protease and stabili-
zation of ABCA1 by apoA-I. J. Clin. Invest. 111, 99–107
12 J. Lipid Res. (2024) 65(1) 100482
43. Wang, S., and Smith, J. D. (2014) ABCA1 and nascent HDL
biogenesis. Biofactors. 40, 547–554

44. Goetz, L. H., and Schork, N. J. (2018) Personalized medicine:
motivation, challenges, and progress. Fertil. Steril. 109, 952–963

45. Davis, P. B., Yasothan, U., and Kirkpatrick, P. (2012) Ivacaftor.
Nat. Rev. Drug Discov. 11, 349–350

46. Ogura, M., Ayaori, M., Terao, Y., Hisada, T., Iizuka, M., Taki-
guchi, S., et al. (2011) Proteasomal inhibition promotes ATP-
binding cassette transporter A1 (ABCA1) and ABCG1 expres-
sion and cholesterol efflux from macrophages in vitro and
in vivo. Arterioscler. Thromb. Vasc. Biol. 31, 1980–1987

47. Pao, H. P., Liao, W. I., Tang, S. E., Wu, S. Y., Huang, K. L., and
Chu, S. J. (2021) Suppression of endoplasmic reticulum stress by
4-PBA protects against hyperoxia-induced acute lung injury via
up-regulating claudin-4 expression. Front. Immunol. 12, 674316

48. Li, H., and Sun, S. (2021) Protein aggregation in the ER: calm
behind the storm. Cells. 10, 3337

49. Denk, G. U., Aslanidis, C., Schmitz, G., Parhofer, K. G., and Pusl,
T. (2011) Association of HDL deficiency with a novel mutation in
the ABCA1 gene. Exp. Clin. Endocrinol. Diabetes. 119, 53–55

50. Wang, S., Gulshan, K., Brubaker, G., Hazen, S. L., and Smith, J. D.
(2013) ABCA1 mediates unfolding of apolipoprotein AI N ter-
minus on the cell surface before lipidation and release of
nascent high-density lipoprotein. Arterioscler. Thromb. Vasc. Biol. 33,
1197–1205

51. Ortega-Paz, L., Giordano, S., Capodanno, D., Mehran, R., Gibson,
C. M., and Angiolillo, D. J. (2023) Clinical pharmacokinetics and
pharmacodynamics of CSL112. Clin. Pharmacokinet. 62, 541–558

52. Gille, A., Easton, R., D'Andrea, D., Wright, S. D., and Shear, C. L.
(2014) CSL112 enhances biomarkers of reverse cholesterol
transport after single and multiple infusions in healthy subjects.
Arterioscler. Thromb. Vasc. Biol. 34, 2106–2114

53. Jardetzky, O. (1966) Simple allosteric model for membrane
pumps. Nature. 211, 969–970

54. Barbosa-Gouveia, S., Fernandez-Crespo, S., Lazare-Iglesias, H.,
Gonzalez-Quintela, A., Vazquez-Agra, N., and Hermida-Amei-
jeiras, A. (2023) Association of a novel homozygous variant in
ABCA1 gene with tangier disease. J. Clin. Med. 12, 2596

55. Adzhubei, I., Jordan, D. M., and Sunyaev, S. R. (2013) Predicting
functional effect of humanmissense mutations using PolyPhen-
2. Curr. Protoc. Hum. Genet. Chapter. 7. https://doi.org/10.1002/
0471142905.hg0720s76

56. Schwarz, J. M., Rödelsperger, C., Schuelke, M., and Seelow, D.
(2010) MutationTaster evaluates disease-causing potential of
sequence alterations. Nat. Methods. 7, 575–576

57. Kumar, P., Henikoff, S., and Ng, P. C. (2009) Predicting the ef-
fects of coding non-synonymous variants on protein function
using the SIFT algorithm. Nat. Protoc. 4, 1073–1081

58. Livak, K. J., and Schmittgen, T. D. (2001) Analysis of relative gene
expression data using real-time quantitative PCR and the 2(-
Delta Delta C(T)) Method. Methods. 25, 402–408

59. Dron, J. S., Wang, J., Low-Kam, C., Khetarpal, S. A., Robinson, J. F.,
McIntyre, A. D., et al. (2017) Polygenic determinants in extremes
of high-density lipoprotein cholesterol. J. Lipid Res. 58, 2162–2170

60. Hong, S. H., Rhyne, J., Zeller, K., and Miller, M. (2002)
ABCA1(Alabama): a novel variant associated with HDL defi-
ciency and premature coronary artery disease. Atherosclerosis. 164,
245–250

61. Fasano, T., Zanoni, P., Rabacchi, C., Pisciotta, L., Favari, E.,
Adorni, M. P., et al. (2012) Novel mutations of ABCA1 transporter
in patients with Tangier disease and familial HDL deficiency.
Mol. Genet. Metab. 107, 534–541

62. Service, S. K., Teslovich, T. M., Fuchsberger, C., Ramensky, V.,
Yajnik, P., Koboldt, D. C., et al. (2014) Re-sequencing expands our
understanding of the phenotypic impact of variants at GWAS
loci. PLoS Genet. 10, e1004147
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