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The 7-oxysterols are recognised as strong enhancers of inflammatory processes in foamy
macrophages. Atheroma-relevant 7-oxysterol mixtures induce a mixed type of cell death in
macrophages, and trigger cellular oxidative stress responses, which mimic oxidative exposures observed in atherosclerotic lesions. However, the macrophage proteome has not previously been determined in the 7-oxysterol treated cell model. The aim of the present study
was to determine the specific effects of an atheroma-relevant 7-oxysterol mixture on human
macrophage proteome. Human THP-1 macrophages were exposed to an atheroma-relevant mixture of 7β-hydroxycholesterol and 7-ketocholesterol. Two-dimensional gel electrophoresis and mass spectrometry techniques were used to analyse the alterations in
macrophage proteome, which resulted in the identification of 19 proteins with significant differential expression upon oxysterol loading; 8 increased and 11 decreased. The expression
patterns of 11 out of 19 identified significant proteins were further confirmed by tandemmass spectrometry, including further validation of increased histone deacetylase 2 and macrophage scavenger receptor types I and II expressions by western blot analysis. Identified
proteins with differential expression in the cell model have been associated with i) signalling
imbalance in cell death and cellular longevity; ii) lipid uptake and metabolism in foam cells;
and iii) inflammatory proteins. The presented findings highlight a new proteomic platform for
further studies into the functional roles of macrophages in atherosclerosis, and present a
cell model for future studies to modulate the macrophage proteome by potential anti-atherosclerotic agents.

Introduction
Oxysterols, oxidative derivatives of cholesterol, are recognised as strong enhancers of inflammatory processes and have increased biochemical reactivity when compared to cholesterol [1].
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These properties have made oxysterols a point of interest in pathological diseases associated
with inflammation, such as atherosclerosis. Endogenous oxysterols are of key relevance, where
non-enzymatic production is the major source of endogenous oxysterols, such as 7-ketocholesterol and 7β-hydroxycholesterol [2].
In atherosclerotic lesions oxysterols are abundantly present, as mixtures, and have shown
cytotoxicity in a number of cell type within the vessel wall [3, 4]. In addition, oxysterols have
displayed specific effects on cell types associated with the onset of atherosclerosis, contributing
to endothelial cell dysfunction and the progression of atherosclerosis, by stimulating the formation and subsequent apoptosis of macrophage foam cells. In our previous study [5], it was
demonstrated that oxysterol mixtures induce a mixed type of cell death, with the presence of
both apoptotic and necrotic cells, an overproduction of reactive oxygen species, and a decrease
of reduced thiols (including glutathione) [5, 6]. These adverse effects are hallmarks of cellular
alterations which contribute to the development and instability of atherosclerotic lesions,
highlighting the physiological relevance of oxysterol mixtures in inducing these effects. Moreover, a synergistic cytotoxic effect was revealed between 7-ketocholesterol and 7β-hydroxycholesterol, which are among the most abundant oxysterols found in oxidised-LDL (oxLDL) and
atherosclerotic lesions [6].
Macrophages are crucial in atherogenesis by promoting the inflammatory response and
the formation of foam cells. Foam cell formation can occur with the continued uptake of
oxLDL that is abundant in oxysterols. Atheroma-relevant mixed oxysterols have induced upregulations of monocyte chemotactic protein-1, CD36 and matrix metalloproteinase-9 in macrophages that can contribute to inflammation, lipid uptake and plaque vulnerability, respectively, during atherosclerosis [7–9]. The human THP-1 monocyte cell line, and differentiated
macrophages, is a well-established model for the mimicry of primary vascular monocytes/macrophages in terms of physiology, immunology and atherosclerosis [10]. In addition, THP-1
macrophages have been successfully polarised to M1 or M2 macrophages and seen to display
remarkably similar expression patterns to those polarised from isolated primary monocytes
[11]. In addition, the THP-1 cell line has been used to test potential anti-atherosclerotic agents,
whereby the pro-apoptotic effects of 7-ketocholesterol were shown to decrease upon treatment
with a dietary phytochemical that maintains cell redox balance and reduces oxidative stress
[12].
Proteomics, specifically gel-based, has proved to be a successful methodology to determine
the protein alterations in macrophages when exposed to oxLDL [13–15]. OxLDL-loading in
macrophages has resulted in observed alterations in apoptosis-related proteins and cellular
stress markers [14, 15]. However, proteomics has not previously been used to determine the
specific effects of an atheroma-relevant oxysterol mixture on the human macrophage
proteome.
The aim of this study is to identify and characterise the effect of an atheroma-relevant oxysterol mixture on the proteome of THP-1 macrophages in the established cell stress/death
model, which mimics oxidative exposures observed in atherosclerotic lesions [6]. The hypothesis is that the macrophage proteome alters significantly upon exposure to the atheroma-relevant oxysterol mixture, particularly in the expression of proteins related to cell death, cellular
longevity and inflammation. If so, the cell model can be used as an insightful proteomic platform to investigate pathophysiological effect of oxysterols in atherosclerosis. Here we show
that oxysterol treatment of THP-1 derived macrophages elicit a number of differential protein
expressions, where three groups of proteins can be highlighted due to their functional associations with: i) signalling imbalance in cell death and cellular longevity; ii) lipid uptake and
metabolism in foam cells; and iii) inflammatory marker proteins.
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Materials and methods
Cell culture and treatment
Human THP-1 monocytes (ATCC, VA, USA) were maintained in RPMI-1640 medium with
glutamate supplemented with 10% FBS, 100 U/mL penicillin and 100 μg/mL streptomycin
(GIBCO, UK). Cells were cultured in 5% CO2 humidified atmosphere at 37˚C and divided
twice a week. For all experiments cells were seeded at an approximate density of 5 x 105/mL.
Macrophage differentiation was induced by incubation with 300 nM phorbol myristate acetate
(PMA; Sigma-Aldrich, MO, USA) for 24 h. Culture medium was then replaced and cells cultured for an additional 48 h. Experiments were performed with a mixed treatment of 7βhydroxycholesterol and 7-ketocholesterol (Sigma-Aldrich) at a ratio of 1:1.8 (28 μM; referred
to as 2mix) for 24 hr, previously tested within our group to induce an apoptotic state [5, 16].
Control experiments were performed using untreated, cholesterol, ethanol, and 7-ketocholestrol individually. The concentrations of oxysterols used in the experiments are substantially
lower than those reported to exist in human atherosclerotic plaque [3, 17], although greater
than normal healthy physiological conditions, and provide a viable cell model to analyse macrophage dysfunction during atherosclerosis [4].

Annexin V/DAPI staining
Apoptotic cells were assayed by detection of phosphatidylserine exposure using fluorescence
microscopy following Annexin V (AV) (Roche Mannheim, Germany) staining. Briefly, control
and treated cells were washed once with PBS, and stained for 10 minutes on ice with AV and
nuclear counterstained with DAPI.

Protein extraction
Protein extraction was performed as previously described [18], briefly; macrophages were
washed in PBS thrice, to remove bovine protein contaminants, then collected and homogenised in protease inhibitor cocktail solution (CompleteMini; Roche, Switzerland). Supernatant
was collected and protein precipitation, using 10% trichloroacetic acid in acetone, was performed at -20˚C for 2 h. Samples were centrifuged at 4˚C, 19800g for 10 min and supernatant
discarded, remaining pellet was washed in 20 mM dithiothreitol in acetone and centrifuged as
before and supernatant discarded. Samples were then reconstituted in 250 μL of urea sample
solution, containing; 9 M urea, 1% dithiothreitol, 4% CHAPS, 2% IPG buffer pH 3–10 (GE
Healthcare, UK) and 1% bromophenol blue. Aliquots were taken for protein concentration
determined by 2-D Quant Kit (GE healthcare) performed to manufacturer guidelines.

Two-dimensional gel electrophoresis (2-DE)
2-DE was performed horizontally using an IPGphor and Multiphor (GE Healthcare) setup
according to a method previously described by Görg, et al. [19], used by our group in the analysis of macrophage cell samples [18]. Macrophage protein samples, approximately 150 μg of
protein per sample, were separated by 2-DE, with the following experimental replicates: 5
untreated control; 5 2mix treated; 3 7-ketocholesterol treated; 3 cholesterol treated; and 3 ethanol treated. First dimension isoelectric focussing was performed on pH 3–10 non-linear IPG
strips (GE Healthcare) for 46000 Vh. Second dimension was performed using home cast
homogenous gels (SDS-PAGE; T = 14%, C = 1.5%) and run overnight. 2-DE gels were stained
using silver nitrate, according to the protocol set by Shevchenko, et al. [20]. Stained gels were
imaged using a charge-coupled device camera and VersaDoc 4000MP system (Bio-Rad Laboratories, CA, USA) and gels spots matched and quantified, as parts per million (ppm) of total
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gel density, between gels using PD-Quest v8.0.1 (Bio-Rad Laboratories). Statistical analysis of
matched protein spots between control untreated cells and treatments; 2mix, 7-ketocholesterol, cholesterol and ethanol was performed using a non-parametric Mann-Whitney U test
(SPSS v21; IBM, UK), where significance was set at p  0.05.

MALDI-TOF MS
Protein spots, which were deemed to have significant differential expression, were excised
from the 2-DE gels and silver nitrate staining removed according to a previously described
method [18]. In-gel tryptic digestion was performed using porcine trypsin solution (5 μg/mL
in 25 mM ammonium bicarbonate; Promega, WI, USA) with overnight incubation at 37˚C.
Peptide containing supernatants were transferred and dried via vacuum centrifugation (SpeedVac; Savant, NY, USA), and then dried peptides reconstituted in 5 μL of 0.1% trifluoroacetic
acid. Reconstituted peptides were mixed with 0.19 M 2,5-dihydroxybenzoic acid (SigmaAldrich) in 70% acetonitrile/0.3% trifluoroacetic acid, as matrix, at a ratio of 1:1, and spotted
on a stainless-steel target plate. A standardised protein mix (Calibration Mixture 1 and 2; AB
SCIEX, MA, USA) was spotted as external calibration. Peptide mass-fingerprinting was performed using MALDI-TOF MS (Voyager DE PRO; Applied Biosystems, CA, USA).
Database searching was performed on the major peaks in the spectra, generated using
Voyager Data Explorer software (v5.1; Applied Biosystems), with post-internal calibration
using known trypsin autolysis peaks (m/z 842.5100 and 2211.1046). Major peak lists were
submitted to the MS-Fit search engine (https://prospector.ucsf.edu) and searched within
the Swiss-Prot and UniProt databases. Search parameters were set as; Homo sapiens, mass
tolerance < 75 ppm, maximum one missed cleavage, constant modification of carbomidomethyl on cysteine and variable modification of oxidation on methionine.

Tandem-mass spectrometry (MS/MS)
Protein identities were also confirmed by MS/MS (LTQ Orbitrap Velos Pro, Thermo Fisher
Scientific, MA, USA). THP-1 samples, untreated control and 2mix treated each in triplicates,
were lysed in 6M urea / 2M thiourea in 25 mM ammonium bicarbonate followed by sonication. THP-1 samples were reduced and alkylated, via dithiothreitol (0.25 M) and iodoacetamide (0.75 M) treatment, before running through a 3 kDa cut-off filter (Amicon Ultra 3K
device; Merck-Millipore, Germany) to concentrate and remove urea. Protein digestion was
performed with trypsin (1:25 trypsin/protein) and resulting peptide samples dried before
reconstitution in 0.1% formic acid in water. Samples were loaded at a total protein concentration of 250 ng and separated using nanoflow HPLC system (Easy-nLC; Thermo Fisher Scientific) with a C18 column (100 mm x 0.75 μm; Agilent Technologies, CA, USA) and loaded into
the MS with a 1.5 h gradient. Spectra were processed using MaxQuant (v1.5.3; Max Planck
Institute of Biochemistry, Germany) to search against the human protein database (UniProt,
downloaded 17th January 2015) using 6 ppm mass tolerance for MS and 0.5 Da for MS/MS.
Modifications included constant modification of carbomidomethyl on cysteine and variable
modification of oxidation on methionine. Peptides with a false-discovery rate of less than 1%
were retained and proteins with at least 2 unique peptide were considered identified. Labelfree quantification, using an in-software algorithm, was used to represent the amount of protein abundance within samples.

Western blot analysis
Control and 2mix treated THP-1 whole cell protein extracts (25 μg per sample) were
separated by SDS-PAGE (homogenous gels, T: 15% and C: 1.5%) using the mini-protean II
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electrophoresis cell (Bio-Rad Laboratories). Separated proteins were blotted onto ImmunoBlot PVDF Membrane (Bio-Rad Laboratories) and membranes blocked with Tris-buffered
saline (TBS) with 5% non-fat dried milk. Membranes were then incubated overnight in
TBS-Tween 20 (TBS-T), with 2% non-fat dried milk, together with primary antibodies for
anti-HDAC2 (1μg/mL; Nordic Biosite, Sweden), or anti-MSR1 (2μg/mL; Merck-Millipore,
Germany). Membranes were washed with TBS-T followed by incubation with HRP-conjugated secondary anti-rabbit antibody for 1 hour. Antigen/antibody conjugates were illuminated using enhanced chemiluminescence (ECL) solution (GE Healthcare) and visualised
using charge-coupled device camera. Resulting blots were quantified using ImageJ software
(National Institute of Health, USA).

Results
Exposure to 2mix induces apoptosis and autophagy in THP-1
differentiated macrophages
THP-1 differentiated macrophages were cultured for 24 h with or without 2mix treatment, a
mixed treatment of 7-ketocholesterol and 7β-hydroxycholesterol. To confirm whether these
cells were in an apoptotic state, cells were stained with AV (membrane green fluorescence)
and nuclear stained with DAPI (blue fluorescence). As compared to control cells (Fig 1A),
2mix treated cells (Fig 1B) showed cell membrane positive staining of AV, nuclear shrinkage
and condensation as well as nuclear fragmentation (Fig 1B, arrows). These are consistent with
previous studies [16, 21]. It is known that 7-ketocholesterol and 7β-hydroxycholesterol at
20 μg/ml induces remarkable increases in cellular concentrations of 7-ketocholesterol and 7βhydroxycholesterol (781 to 3468 times higher than in untreated cells), and apoptosis which are
not correlated with oxysterol accumulation in the lipid raft [22]. We recently showed that
exposure to 7-oxysterols in the cell model induced autophagic vacuole synthesis in the form of
increased autophagy marker microtubule-associated protein 1A/1B-light chain 3 (LC3) and
LC3-phosphatidylethanolamine conjugate (LC3-II). This led to an accumulation of p62, indicating a reduction in autophagic vacuole degradation [23].

Exposure to 2mix induces significant alterations in the THP-1
macrophage proteome, specifically within proteins related to cell death
and cellular longevity, lipid metabolism, and inflammation
THP-1 macrophage protein samples were separated using 2-DE and stained using silver nitrate,
all gels with the exception of one 2mix treated gel stained successfully. Over 400 proteins spots
per gel were detected and matched between gels. Statistical analysis was performed, initially
between untreated control and 2mix treated samples, using relative abundance per matched protein spot using a non-parametric Mann Whitney U-test, whereby 39 protein spots were detected
to display significant (p  0.05) differential expression between the untreated control and 2mix
treated groups; 16 protein spots were more abundant and 23 less abundant with 2mix treatment.
Significant proteins spots were selected for identification by MALDI-TOF MS analysis where 20
proteins spots, corresponding to 19 unique proteins, were successfully identified (S1 Table).
Fig 2 displays the identified gel spot positions in the 2-DE gels with representative gel image
comparisons between the control and 2mix treated groups. Relative quantification of the identified gel spots resulted in 8 protein spots being more abundant, and 12 protein spots less
abundant, upon treatment with 2mix (Table 1). Observed differences in representative images
(Fig 2) may differ from reported fold changes (Table 1) due to the systematic normalisation of
quantitative data with regards to extent of protein loading and silver nitrate staining.
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Fig 1. Exposure to 2mix induces apoptosis in THP-1 differentiated macrophages. Cells were
treated for 24 h with PBS (A) or 2mix (B; a mixed treatment of 7-ketocholesterol and 7β-hydroxycholesterol),
and then stained with Annexin V + DAPI for apoptosis. White arrows in (B) indicate nuclear fragmentation
(magnification x63).
https://doi.org/10.1371/journal.pone.0174475.g001

Identified proteins were grouped by function into one or more of the following functional
groups: cell death and cellular longevity, lipid metabolism, inflammation and other proteins
(Fig 3). Proteins within these groups were ranked by fold change, control to 2mix treated,
from the greatest positive fold change to the greatest negative fold change (Fig 3). The protein
spot with the greatest positive fold change was histone deacetylase 2 (HDAC2 = +2.28), and
the greatest negative fold change was phosducin-like protein (PDCL = -4.31). With the exception of zinc finger protein 202 (ZNF202 = +1.45), all proteins with a positive fold change were
observed to have at least a doubled ( +2) level of expression in the 2mix treated THP-1 samples. Whereas, out of the 11 proteins that displayed a negative fold change only 6 proteins
showed a fold change  -2, with both cyclophilin A (CYPA) protein spots being lower
(CYPA#1 = -4.28; CYPA#2 = -2.78) (Table 1 and Fig 3).
Confirmation that protein spot alterations were the effect of 2mix was performed by analysis of THP-1 samples treated separately to 7-ketocholesterol, cholesterol and ethanol. Statistical
analyses were performed between untreated controls and each individual treatment (7-ketocholesterol, cholesterol or ethanol), and then between each treatment and 2mix treated samples. Results did not display any significant alterations in the identified protein spots which
were not then significantly exacerbated further, in the same direction, by 2mix treatment (S2

Fig 2. Exposure to 2mix induces significant alterations in macrophage proteome. Representative two-dimensional gel
electrophoresis images show alterations in protein spot intensities between control and 2mix treated THP-1 macrophages.
Central image is of an untreated control macrophage sample and outlying frames are representations of the differences between
control and oxysterol (2mix) treatments. Protein spots with significant differential expression between treatments have been
numbered, which correspond to identities presented in Table 1.
https://doi.org/10.1371/journal.pone.0174475.g002
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Table 1. Oxysterol treated THP1 macrophages display 19 significantly altered proteins as identified by 2-DE and MALDI-TOF MS. Significantly
altered protein spots, between control and oxysterol (2mix) treated THP-1 macrophage samples, were excised for identification. Fold change represents the
extent of differed spot intensity from control to oxysterol treated THP-1 macrophage. Spot numbers correspond to those spots highlighted in Fig 2. Statistical
analysis was performed, between matched protein spots, via non-parametric Mann-Whitney U test, and *p  0.05 were considered significant.
Spot
n#

Protein name

UniProt accession
n#

Gene
name

Spot intensity (mean±SEM)
Control

2mix

Fold
change

p-value

1

Hypoxia upregulated protein 1

Q9Y4L1

HYOU1

2303.60 (429.92)

5010.14
(1557.54)

+ 2.17

0.050

2

Zinc finger protein 202

O95125

ZNF202

1032.07 (178.14)

1493.59 (78.36)

+ 1.45

0.050

3

ATP synthase subunit β

P06576

ATP5B

5064.12
(1048.99)

10328.50
(2389.66)

+ 2.04

0.050

4

Protein disulphide-isomerase A6

B7Z254

PDIA6

8915.74
(1166,11)

4597.38 (612.98)

- 1.94

0.050

5

Macrophage scavenger receptor types I and
II

P21757

MSR1

1011.93 (141.77)

2092.57 (259.68)

+ 2.07

0.014

6

Geranylgeranyl transferase type 2 subunit β

P53611

GGTB

3442.64 (375.26)

872.28 (337.40)

- 3.95

0.014

7

Rho GDP-dissociation inhibitor 2

P52566

GDIA2

2527.57 (390.22)

905.38 (540.56)

- 2.79

0.050

8

Glyoxalase 1

Q04760

GLO1

8538.05 (525.28)

2566.13
(1098.30)

- 3.33

0.014

9

Phosducin-like protein

Q13371

PDCL

2997.81 (491.02)

695.70 (337.11)

- 4.31

0.014

10

Galectin-1

P09382

LGALS1

15824.88
(2569.12)

8390.51
(2916.02)

- 1.89

0.050

11

Alpha-glucosidase II subunit α

Q14697

GANAB

363.42 (35.53)

798.48 (107.59)

+ 2.20

0.014

12

Annexin A4

P09525

ANXA4

3704.58 (245.30)

2309.09 (404,64)

- 1.60

0.027

13

Tryptophan–tRNA ligase

P23381

WARS

506.60 (64.26)

1120.80 (384.27)

+ 2.21

0.014

14

Nuclear factor of activated T-cells,
cytoplasmic 1

O95644

NFATC1

1284.03 (106.59)

683.89 (81.13)

- 1.88

0.014

15

Tyrosine-protein phosphatase non-receptor
type 11

Q06124

PTPN11

3119.91 (565.87)

6836.54
(1566.17)

+ 2.19

0.027

16

Histone deacetylase 2

Q92769

HDAC2

878.90 (65.63)

2001.57 (441.73)

+ 2.28

0.050

17

Adenylyl cyclase-associated protein 1

Q01518

CAP1

5319.85 (368.04)

1909.90 (260.74)

- 1.63

0.050

18

Syntenin-1

O00560

SYCL

7861.13
(1496.26)

2827.89 (716,51)

- 2.78

0.014

19

Cyclophilin A

P62937

CYPA (#1)

15743.20
(4109.99)

3678.67
(1545.23)

- 4.28

0.027

20

Cyclophilin A

P62937

CYPA (#2)

14644.81
(3465.66)

5260.25
(1321.07)

- 2.78

0.050

https://doi.org/10.1371/journal.pone.0174475.t001

Table). Interestingly, no protein spots showed significant alterations when comparing the
untreated control and cholesterol treated group.

2mix-induced alterations of the THP-1 macrophage proteome are
validated by MS/MS analysis and western blot analysis
Further validation was performed using MS/MS analysis, which identified over 1200 proteins
(data can be accessed via PRIDE database: PXD004304). Table 2 presents those 13 proteins
which were identified using both MALDI-TOF MS and MS/MS methods, which includes all
proteins from the cell death and cellular longevity, and inflammation functional groups. Quantification of MS/MS data between control and 2mix treated samples, when compared to 2-DE
results, corroborates the direction of expression in 11 proteins, with the exceptions of hypoxia
upregulated protein 1 (HYOU1) and CYPA (Table 2 and Fig 4A).
Cell death and cellular longevity related protein alterations were validated, by MS/MS, for 2
proteins with increased abundances, HDAC2 and ATP synthase subunit β (ATP5B), and all
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Fig 3. 2mix exposure induces significant alterations in cell death and cellular longevity, lipid metabolism, and
inflammation related proteins in THP-1 macrophages. Relative fold change of significantly altered protein spots,
identified by means of two-dimensional gel electrophoresis quantification. Gene name annotations refer to protein
identities presented in Table 1. Fold change was determined using the averaged relative expression (ppm of total gel
density) from the two-dimensional gel electrophoresis quantification of 5 control THP-1 macrophage gels and 4 oxysterol
(2mix) treated THP-1 macrophage gels. Proteins have been divided into distinct groups according to function: cell death
and cellular longevity, lipid metabolism, inflammation and other.
https://doi.org/10.1371/journal.pone.0174475.g003

proteins with decreased abundances. ATP5B and HDAC2 were found to increase in abundance
by approximately 22.1% and 11.7%, respectively, between control and 2mix treated cells (Table 2).
The most pronounced decreases in abundance by MS/MS analysis were found in annexin A4
(-26.7%), syntenin-1 (-25.0%) and Rho GDP-dissociation inhibitor 2 (GDIA2; -24.6%).
Table 2. Secondary analysis by tandem-mass spectrometry confirms the identification of 13 protein identities, and the expression pattern of 11
proteins in oxysterol treated THP-1 macrophages. Analysis of protein extracts from THP-1 macrophages, control and oxysterol (2mix) treated, by liquid
chromatography-tandem mass spectrometry (nLC-MS/MS). Proteins identified by both nLC-MS/MS and 2-DE/MALDI-TOF MS are presented.
Protein name

UniProt accession n#

Gene name

Sequence coverage (%)

Normalised abundance (%
(±SEM))a
Control

Alteration

2mixb

Adenyl cyclase-associated protein 1

Q01518

CAP1

39.8

0.194 (0.012)

0.169 (0.018)

-12.9%

Alpha-glucosidase II subunit α

Q14697

GANAB

47.6

0.316 (0.049)

0.376 (0.063)

+19.0%

Annexin A4

P09525

ANXA4

41.4

0.105 (0.003)

0.077 (0.039)

-26.7%

ATP synthase subunit β

P06576

ATP5B

73.7

1.741 (0.512)

2.126 (0.342)

+22.1%

Cyclophilin A

P62937

CYPA

71.5

0.705 (0.026)

0.712 (0.034)

+1.0%

Galectin-1

P09382

LGALS1

74.8

0.422 (0.104)

0.364 (0.074)

-13.7%

Glyoxalase 1

Q04760

GLO1

44.6

0.016 (0.008)

0.014 (0.007)

-12.5%

Histone deacetylase 2

Q92769

HDAC2

15.9

0.017 (0.008)

0.019 (0.009)

+11.7%
-5.7%

Hypoxia upregulated protein 1

Q9Y4L1

HYOU1

39.8

0.141 (0.034)

0.133 (0.022)

Protein disulphide-isomerase A6

B7Z254

PDIA6

53.1

0.279 (0.010)

0.272 (0.024)

-2.5%

Rho GDP-dissociation inhibitor 2

P52566

GDIA2

58.7

0.179 (0.005)

0.135 (0.023)

-24.6%

Syntenin-1

O00560

SYCL

22.5

0.012 (0.005)

0.009 (0.004)

-25.0%

Tryptophan–tRNA ligase

P23381

WARS

16.3

0.009 (0.005)

0.010 (0.005)

+11.1%

a

data normalised as a percentage of the total abundance of all identified proteins per sample, control or 2mix, and values averaged from triplicate analyses

using nLC-MS/MS using label-free quantification.
b
oxysterol mixture of 7β-hydroxycholesterol and 7-ketocholesterol
https://doi.org/10.1371/journal.pone.0174475.t002
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Fig 4. 2mix induced alterations of cell death and cellular longevity, and inflammation related proteins
in the THP-1 macrophage proteome are further validated by tandem-mass spectrometry analysis and
western blot analysis. (A) Confirmation of 2mix-induced protein alterations in THP-1 macrophages by
tandem-mass spectrometry. Fold change of significantly altered protein spots from oxysterol treated THP-1
macrophages identified by means of two-dimensional gel electrophoresis quantification and further validated
by tandem-mass spectrometry analysis. Fold change was determined using the averaged relative expression
(ppm of total gel density) from two-dimensional gel electrophoresis quantification of 5 control treated THP-1
macrophage gels and 4 oxysterol (2mix) treated THP-1 macrophage gels (Table 1). Validation of expression
direction was performed by tandem-mass spectrometry analysis; where proteins highlighted in green confirm
trends of expression, and those highlighted in red display opposing trends in expression between methods
(Table 2). Gene name annotations refer to protein identities presented in Tables 1 and 2. (B) Western blot
analysis of histone deacetylase 2 (HDAC2) and macrophage scavenger receptor types I and II (MSR1)
expression in control and 2mix treated THP-1 cells. 2mix induces increased abundance of both HDAC2 and
MSR1 in the THP-1 macrophage.
https://doi.org/10.1371/journal.pone.0174475.g004

MS/MS analysis has validated the direction of expression for all proteins within the inflammation functional group. Increased abundance of tryptophan t-RNA ligase (+11.1%), and
decrease abundance of both adenylyl cyclase-associated protein 1 (CAP1; -12.9%) and glyoxalase 1 (-12.5%) (Table 2).
In addition to the validation by MS/MS, western blot analysis was also performed for
selected proteins HDAC2 and MSR1 (Fig 4B). Western blot results for HDAC2 are in agreement with both 2-DE and MS/MS results displaying an increased abundance on 2mix treatment. Also in agreement with 2-DE results the increased abundance of MSR1 on 2mix
treatment was found by western blot (Fig 4B).
Comparing the two quantifications, 2-DE and MS/MS, it can be observed that the difference in expression between control and 2mix treated samples is smaller in the MS/MS quantification. This highlights the major advantage of 2-DE methods, when the protein is abundant
and within the defined detectable mass range, where individual isoforms of proteins can be
quantified. Whereas, with MS/MS techniques multiple isoforms are not distinguishable and
quantified cumulatively. In addition, MS/MS results are highly dependent on the LC separation. MS/MS techniques are advantageous in that they are highly-sensitive in terms of protein
identification, as they are not as limited to protein mass as 2-DE methods, which is clearly
demonstrated in the number of proteins that can be identified by either method. This may
well account for the opposing expression patterns observed between methods with HYOU1
and CYPA (Fig 4A), where significant alterations seen in the 2-DE pattern are likely isoform
and/or modified protein specific.
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Discussion
Macrophage-derived foam cells are induced by the uptake of oxLDL that are abundant in
7-oxysterols. In order to understand molecular events driving this process it is of importance
to identify and establish the proteomic profiles of 7-oxysterol-induced foamy macrophages.
The present study for the first time investigates the effect of oxysterol loading, in an atheromarelevant mixture, on the macrophage proteome and the functional implications. A total of 19
proteins displayed significant alterations in oxysterol-loaded macrophages using 2-DE methods, of which 13 proteins were further validated using MS/MS. Comparing the results from
these two methods, the expression patterns of three functional groups of proteins were established in the oxysterol-treated macrophage model.

Proteins related to cell death and cellular longevity
Oxysterol treatment of THP-1 monocytes/macrophages, is an established model for analysing
cell death, apoptosis, and autophagy. In accordance with this, the first group of significantly
altered proteins identified were associated with cell death and cellular longevity. Within this
group three protein were more abundant: HDAC2, HYOU1, and ATP5B; and five less abundant: annexin A4, galectin-1, PDIA6, GDIA2, and syntenin-1 (Fig 3).
HDAC2 expression was found significantly increased upon oxysterol treatment in the 2DE
analysis, which was also confirmed and validated by both MS/MS analysis and western blot
analysis. Specific roles for histone deacetylases in atherogenesis have yet to be elucidated, however described roles in the control of cell cycle and apoptosis have been reported. Modified
HDAC2, by post-translational sumoylation, has shown to specifically deacetylase p53 and
although THP-1 cells are p53 mutated observed production of p53 has been reported upon
treatment with oxysterols [16]. Disruption of p53-dependent gene expression of proteins controlling the cell cycle can attenuate DNA damage-induced apoptosis [24]. HDAC’s have also
been studied with respect to autophagy, whereby the regulation of HDAC’s mediated the
induction of autophagic gene expression and autophagosome formation [25]. These findings
indicate that the increased abundance of HDAC2 in our model may restrict p53 function and
attenuate DNA damage-induced apoptosis and are responsible for up-regulated autophagy in
the cell model observed previously [26].
HYOU1 expression has seen to be induced upon treatment with oxysterols and oxLDL in
cultured cells, with increased endoplasmic reticulum stress and apoptosis markers [27, 28]. In
advanced atherosclerotic lesions immunostaining has localised the expression of HYOU1 to
foam cells, and the plaque core, where it is believed to be involved in cellular survival mechanisms, reducing apoptosis and endoplasmic reticulum stress by blocking calcium signalling
[27, 28]. The increase in HYOU1 expression in the 2-DE results may be indicative of an active
self-defence mechanism against oxysterol-induced stress.
ATP5B has been associated with increased mitochondrial permeability under stressful conditions leading to cell death [29]. In oxysterol treated THP-1 macrophages ATP5B expression
was increased, possibly indicating ATP synthase complex dissociation, contributing to the
apoptotic macrophages observed.
Oxysterol loading in THP-1 macrophages resulted in the significant decrease in abundance
of several proteins that are directly, or indirectly, associated with cell death or cell cellular longevity, including annexin A4, galectin-1, PDIA6, GDIA2, and syntenin-1 (Fig 3).
Annexin A4 shares 97% homology with annexin A5 thus similar mechanisms in the prevention of apoptotic cell phagocytosis by phosphatidylserine blockade have been proposed [30].
Annexin A4 activity is calcium-dependent and with increased levels of calcium upregulates the
transcription of NFκB [31], which regulates apoptotic gene expressions.
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Studies based on monocyte physiology in response to galectin-1 have shown opposing
results as to whether galectin-1 induces apoptosis [32] or not [33]. Murine models have
observed moderate increases of galectin-1 in atherosclerotic plaque suggesting a protective
role [34]. The reduced expression seen in oxysterol treated THP-1 macrophages may be aiding
apoptotic signalling in atherosclerosis.
In the present study, treatment with oxysterols caused a down-regulation of PDIA6 in
THP-1 macrophages. PDI modification by oxLDL or by reactive carbonyls inhibits its enzymatic activity and potentiates both endoplasmic reticulum stress and apoptosis by oxLDL [35].
Inactivation or knock-down of PDI, including PDIA6, have also been associated with endoplasmic reticulum stress potentiating apoptosis [36].
Other proteins that less abundant in this functional group include GDIA2 and syntenin-1,
which play roles in apoptosis and autophagy, respectively. Caspase-3 dependent cleavage of
GDIA2 is seen to potentiate the progression of apoptosis [37]. Whereas the phosphorylation of
syntenin-1, downstream of Ulk1, can potentiate autophagy [38].

Proteins related to lipid-metabolism
Several proteins associated with lipid binding and metabolism were identified. This group
includes proteins that were more abundant: macrophage scavenger receptor types I and II
(MSR1), ATP5B, and ZNF202; and less abundant: cyclophilin A.
PMA differentiated THP-1 macrophages are known to have high basal levels of MSR1 expression [39]. MSR1, a class A type scavenger receptor, facilitates the ingestion of oxLDL, subsequent
accumulation, and formation of foam cells, as well as inflammation and apoptosis [40]. Overexpression of MSR1 can also promote VSMCs apoptosis [41]. Caveolae-dependent endocytosis is
required for class A macrophage scavenger receptor-mediated apoptosis in macrophages [42].
Recently, it has been shown that MSR1 expression can be pharmacologically modulated in macrophages [43]. In corroboration our results in both 2-DE and western blot analysis show the overexpression of MSR1 in THP-1 macrophages upon oxysterol treatment. This may contribute towards
the increased lipid uptake, retention, and cell death previously observed in this cell model [23].
ATP5B has also been documented to play a role in lipid metabolism as well as cell death, as
previously described above. In endothelial cells ATP5B’s function has been described in relation to cholesterol trafficking via the interaction with caveolae [44]. However, further clarification as to whether ATP5B colocalises with caveolin-1 in macrophages and the functional
implications are to be examined.
Recent studies have shown the implications of ZNF202, a transcriptional repressor, in lipid
metabolism and efflux with specific relation to HDL [45, 46]. ZNF202 represses genes encoding proteins required for HDL homeostasis including apo gene clusters; apoA-I/C-III/A-IV/
A-V and apoE/C-I/C-IV/C-II [46], and lipid efflux proteins; ABCA1 and ABCG1 [45]. In macrophages ZNF202 may repress the expression of apolipoprotein E and lipid efflux proteins,
altering the cell capacity for reverse cholesterol transport [46]. The upregulation of ZNF202 in
oxysterol loaded THP-1 macrophages may provide a cellular model to study for cholesterol
transport and lipid metabolism in the cells.
Cyclophilin A as an inflammatory mediator and is described as proatherogenic [47, 48].
Regarding lipid metabolism increased cyclophilin A and LDL uptake has been attributed
towards cyclophilin A regulation of scavenger receptors in mice [49]. However, the 2-DE
results in the present study indicate that the exposure of oxysterols to macrophages lead to a
significant decrease in cyclophilin A but an increase in MSR1 expression. The differential
expressional of the two proteins in the cell model may be explained by the function of cyclophilin A in both antiapoptotic and proapoptotic signalling [47, 48].
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Inflammatory related proteins
Three inflammatory related proteins were identified with significant differential expression
upon oxysterol treatment of THP1 macrophages (Fig 3). Those which were significantly less
abundant on treatment included; glyoxalase 1 and adenylyl cyclase-associated protein 1
(CAP1), which have both recently been studied in regards to atherosclerosis and monocyte
function, respectively. Glyoxalase 1 functions to inhibit oxidative stress and advanced glycation [50], thereby reducing inflammation. Although levels have been reported to be reduced in
atherosclerotic plaques [51], overexpression of CAP1 in monocytes produces an increase in
NFκB transcription related pro-inflammatory cytokines [52]. The final inflammatory protein
in this group, tryptophan–tRNA ligase, was found more abundant upon oxysterol loading.
This is a genetic marker of monocyte to macrophage maturation, and also inhibits shear-stress
activated responses in endothelial cells [53].
Discrepancies in the expressions of CYPA and HYOU1 were evident in the present study
when comparing the two mass spectrometry methods, 2-DE and MS/MS. This can be attributed to isoform specific differential expression, in the 2-DE results two distinct CYPA protein
spots are found significantly reduced in expression, and thereby selected for identification.
The MS/MS quantification shows a slight increase in CYPA expression, though this represents
total CYPA expression as specific isoforms are not distinguishable and quantified cumulatively. Isoform dependent alterations in HYOU1 may also be present in the 2-DE pattern,
whereby only one isoform was significantly altered and selected for the analysis. Further studies to differentiate proteins isoforms may elucidate the specificity of the significant alterations
in these proteins.
It should also be noted that a cell line was utilised in this study, PMA-differentiated THP-1
monocytes, which inherently reduces the degree of macrophage heterogeneity compared to
tissue macrophages found within human atheroma. A study comparing the phenotypes of primary monocyte-derived macrophages and PMA-differentiated THP-1 macrophages has
highlighted differences in morphology and surface marker expressions upon differentiation
[54]. However, in a culture protocol similar to of the present study, PMA-treatment followed
by a rest period resulted in differentiated macrophages with similar morphology and surface
marker expression to primary monocyte-derived macrophages [54].

Conclusions
Exposure of oxysterols, in an atheroma-relevant mixture, to THP-1 macrophages has resulted
in significant alterations to the macrophage proteome. By 2-DE and mass spectrometry techniques differential expression of proteins in the cell model have been associated with i) signalling imbalance in cell death and cellular longevity; ii) lipid uptake and metabolism in foam
cells; and iii) inflammatory marker proteins. The presented findings highlight a new proteomic
platform for further studies into the functional roles of oxysterols and macrophages in atherosclerosis, and present a cell model for future studies to modulate the macrophage proteome by
potential anti-atherosclerotic agents.

Supporting information
S1 Table. Identification of proteins from oxysterol treated THP-1 macrophages by means
of 2-DE and MALDI-TOF MS. Listed proteins display significant differential expression
upon 2mix treatment, identified by 2-DE and MALDI-TOF MS , followed by database matching to the human UniProt database. Spot number refers to those displayed in Fig 2.
(PDF)
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S2 Table. Statistical comparisons between different control treatments on THP-1 macrophages. Data was obtained from 2-DE quantification of relative spot abundances. Data presented is limited to those proteins identified that show significant alterations between
untreated samples and 7-ketocholesterol (28 μM), cholesterol (28 μM) or ethanol (2.8 μL/mL).
Results do not show any significant alterations in protein abundances that were not significantly exacerbated further, in the same direction, by treatment with 2mix.
(PDF)
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Authors would like to thank Professor Anders Rosén (Linköping University, Sweden) for providing samples of THP-1 monocyte cell line.

Author Contributions
Conceptualization: WL X-MY.
Formal analysis: LJW.
Funding acquisition: WL X-MY.
Investigation: LJW SAL HK.
Methodology: LJW SAL HK WL X-MY.
Resources: WL X-MY.
Validation: LJW SAL.
Visualization: LJW.
Writing – original draft: LJW SAL X-MY.
Writing – review & editing: LJW SAL HK WL X-MY.

References
1.

Meaney S, Bodin K, Diczfalusy U, Björkhem I. On the rate of translocation in vitro and kinetics in vivo of
the major oxysterols in human circulation: critical importance of the position of the oxygen function.
Journal of Lipid Research. 2002; 43(12):2130–5. https://doi.org/10.1194/jlr.M200293-JLR200 PMID:
12454275

2.

Iuliano L. Pathways of cholesterol oxidation via non-enzymatic mechanisms. Chemistry and Physics of
Lipids. 2011; 164(6):457–68. https://doi.org/10.1016/j.chemphyslip.2011.06.006 PMID: 21703250

3.

Garcia-Cruset S, Carpenter KLH, Guardiola F, Stein BK, Mitchinson MJ. Oxysterol profiles of normal
human arteries, fatty streaks and advanced lesions. Free Radical Research. 2001; 35(1):31–41. https://
doi.org/10.1080/10715760100300571 PMID: 11697115

4.

Li W, Dalen H, Eaton JW, Yuan X-M. Apoptotic Death of Inflammatory Cells in Human Atheroma. Arteriosclerosis, Thrombosis, and Vascular Biology. 2001; 21(7):1124–30. https://doi.org/10.1161/hq0701.
092145 PMID: 11451740

5.

Larsson DA, Baird S, Nyhalah JD, Yuan X-M, Li W. Oxysterol mixtures, in atheroma-relevant proportions, display synergistic and proapoptotic effects. Free Radical Biology and Medicine. 2006; 41
(6):902–10. https://doi.org/10.1016/j.freeradbiomed.2006.05.032 PMID: 16934673

6.

Lizard G. Oxysterol mixtures, a promising approach to investigate the biological effects of oxysterols: A
commentary on “Oxysterol mixtures, in atheroma-relevant proportions, display synergistic and proapoptotic effects,” by Larsson, Baird, Diinga Nyhalah, Yuan, and Li. Free Radical Biology and Medicine.
2006; 41(6):872–3. https://doi.org/10.1016/j.freeradbiomed.2006.05.033 PMID: 16934669

7.

Gargiulo S, Sottero B, Gamba P, Chiarpotto E, Poli G, Leonarduzzi G. Plaque oxysterols induce unbalanced up-regulation of matrix metalloproteinase-9 in macrophagic cells through redox-sensitive signaling pathways: Implications regarding the vulnerability of atherosclerotic lesions. Free Radical Biology

PLOS ONE | https://doi.org/10.1371/journal.pone.0174475 March 28, 2017

14 / 17

Proteomic analysis of 7-oxysterol treated macrophages

and Medicine. 2011; 51(4):844–55. https://doi.org/10.1016/j.freeradbiomed.2011.05.030 PMID:
21664966
8.

Leonarduzzi G, Gamba P, Gargiulo S, Sottero B, Kadl A, Biasi F, et al. Oxidation as a crucial reaction
for cholesterol to induce tissue degeneration: CD36 overexpression in human promonocytic cells
treated with a biologically relevant oxysterol mixture. Aging Cell. 2008; 7(3):375–82. https://doi.org/10.
1111/j.1474-9726.2008.00386.x PMID: 18331615

9.

Leonarduzzi G, Gamba P, Sottero B, Kadl A, Robbesyn F, Calogero RA, et al. Oxysterol-induced upregulation of MCP-1 expression and synthesis in macrophage cells. Free Radical Biology and Medicine.
2005; 39(9):1152–61. https://doi.org/10.1016/j.freeradbiomed.2005.06.024 PMID: 16214031

10.

Qin Z. The use of THP-1 cells as a model for mimicking the function and regulation of monocytes and
macrophages in the vasculature. Atherosclerosis. 2012; 221(1):2–11. https://doi.org/10.1016/j.
atherosclerosis.2011.09.003 PMID: 21978918

11.

Genin M, Clement F, Fattaccioli A, Raes M, Michiels C. M1 and M2 macrophages derived from THP-1
cells differentially modulate the response of cancer cells to etoposide. BMC Cancer. 2015; 15:577.
https://doi.org/10.1186/s12885-015-1546-9 PMID: 26253167

12.

Tesoriere L, Attanzio A, Allegra M, Gentile C, Livrea MA. Phytochemical indicaxanthin suppresses 7ketocholesterol-induced THP-1 cell apoptosis by preventing cytosolic Ca2+ increase and oxidative
stress. British Journal of Nutrition. 2013; 110(2):230–40. https://doi.org/10.1017/S000711451200493X
PMID: 23228674

13.

Kang JH, Kim HT, Choi M-S, Lee WH, Huh T-L, Park YB, et al. Proteome analysis of human monocytic
THP-1 cells primed with oxidized low-density lipoproteins. PROTEOMICS. 2006; 6(4):1261–73. https://
doi.org/10.1002/pmic.200500290 PMID: 16402358

14.

Kang JH, Ryu HS, Kim HT, Lee SJ, Choi U-K, Park YB, et al. Proteomic analysis of human macrophages exposed to hypochlorite-oxidized low-density lipoprotein. Biochimica et Biophysica Acta. 2009;
1794:446–58. https://doi.org/10.1016/j.bbapap.2008.11.015 PMID: 19103313

15.

Dupont A, Chwastyniak M, Beseme O, Guihot A-L, Drobecq H, Amouyel P, et al. Application of Saturation Dye 2D-DIGE Proteomics to Characterize Proteins Modulated by Oxidized Low Density Lipoprotein
Treatment of Human Macrophages. Journal of Proteome Research. 2008; 7(8):3572–82. https://doi.
org/10.1021/pr700683s PMID: 18549265

16.

Li W, Laskar A, Sultana N, Osman E, Ghosh M, Li Q, et al. Cell death induced by 7-oxysterols via lysosomal and mitochondrial pathways is p53-dependent. Free Radical Biology and Medicine. 2012; 53
(11):2054–61. https://doi.org/10.1016/j.freeradbiomed.2012.09.007 PMID: 22985798

17.

Hultén LM, Lindmark H, Diczfalusy U, Björkhem I, Ottosson M, Liu Y, et al. Oxysterols present in atherosclerotic tissue decrease the expression of lipoprotein lipase messenger RNA in human monocytederived macrophages. Journal of Clinical Investigation. 1996; 97(2):461–8. https://doi.org/10.1172/
JCI118436 PMID: 8567968

18.

Karlsson H, Lindbom J, Ghafouri B, Lindahl M, Tagesson C, Gustafsson M, et al. Wear Particles from
Studded Tires and Granite Pavement Induce Pro-inflammatory Alterations in Human Monocyte-Derived
Macrophages: A Proteomic Study. Chemical Research in Toxicology. 2010; 24(1):45–53. https://doi.
org/10.1021/tx100281f PMID: 21117676

19.

Görg A, Obermaier C, Boguth G, Harder A, Scheibe B, Wildgruber R, et al. The current state of twodimensional electrophoresis with immobilized pH gradients. ELECTROPHORESIS. 2000; 21(6):1037–
53. https://doi.org/10.1002/(SICI)1522-2683(20000401)21:6<1037::AID-ELPS1037>3.0.CO;2-V PMID:
10786879

20.

Shevchenko A, Wilm M, Vorm O, Mann M. Mass Spectrometric Sequencing of Proteins from SilverStained Polyacrylamide Gels. Analytical Chemistry. 1996; 68(5):850–8. https://doi.org/10.1021/
ac950914h PMID: 8779443

21.

Li W, Ghosh M, Eftekhari S, Yuan X-M. Lipid accumulation and lysosomal pathways contribute to dysfunction and apoptosis of human endothelial cells caused by 7-oxysterols. Biochemical and Biophysical
Research Communications. 2011; 409(4):711–6. https://doi.org/10.1016/j.bbrc.2011.05.071 PMID:
21621514

22.

Ragot K, Mackrill JJ, Zarrouk A, Nury T, Aires V, Jacquin A, et al. Absence of correlation between oxysterol accumulation in lipid raft microdomains, calcium increase, and apoptosis induction on 158N
murine oligodendrocytes. Biochemical Pharmacology. 2013; 86(1):67–79. https://doi.org/10.1016/j.bcp.
2013.02.028 PMID: 23473804

23.

Yuan X-M, Sultana N, Siraj N, Ward LJ, Ghafouri B, Li W. Autophagy Induction Protects Against 7-Oxysterol-induced Cell Death via Lysosomal Pathway and Oxidative Stress. Journal of Cell Death. 2016;
9:1–7. https://doi.org/10.4137/JCD.S37841 PMID: 26966389

PLOS ONE | https://doi.org/10.1371/journal.pone.0174475 March 28, 2017

15 / 17

Proteomic analysis of 7-oxysterol treated macrophages

24.

Brandl A, Wagner T, Uhlig KM, Knauer SK, Stauber RH, Melchior F, et al. Dynamically regulated
sumoylation of HDAC2 controls p53 deacetylation and restricts apoptosis following genotoxic stress. J
Mol Cell Biol. 2012; 4(5):284–93. https://doi.org/10.1093/jmcb/mjs013 PMID: 22493095

25.

Moresi V, Carrer M, Grueter CE, Rifki OF, Shelton JM, Richardson JA, et al. Histone deacetylases 1
and 2 regulate autophagy flux and skeletal muscle homeostasis in mice. Proceedings of the National
Academy of Sciences of the United States of America. 2012; 109(5):1649–54. https://doi.org/10.1073/
pnas.1121159109 PMID: 22307625

26.

Yuan XM, Li W, Brunk UT, Dalen H, Chang YH, Sevanian A. Lysosomal destabilization during macrophage damage induced by cholesterol oxidation products. Free Radic Biol Med. 2000; 28(2):208–18.
PMID: 11281288

27.
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Lehtolainen P, Takeya M, Ylä-Herttuala S. Retrovirus-Mediated, Stable Scavenger-Receptor Gene
Transfer Leads to Functional Endocytotic Receptor Expression, Foam Cell Formation, and Increased
Susceptibility to Apoptosis in Rabbit Aortic Smooth Muscle Cells. Arteriosclerosis, Thrombosis, and
Vascular Biology. 2000; 20(1):52. PMID: 10634800

42.

Zhu X-D, Zhuang Y, Ben J-J, Qian L-L, Huang H-P, Bai H, et al. Caveolae-dependent Endocytosis Is
Required for Class A Macrophage Scavenger Receptor-mediated Apoptosis in Macrophages. The
Journal of Biological Chemistry. 2011; 286(10):8231–9. https://doi.org/10.1074/jbc.M110.145888
PMID: 21205827

43.

Eligini S, Fiorelli S, Tremoli E, Colli S. Inhibition of transglutaminase 2 reduces efferocytosis in human
macrophages: Role of CD14 and SR-AI receptors. Nutrition, Metabolism and Cardiovascular Diseases.
2016; 26(10):922–30. https://doi.org/10.1016/j.numecd.2016.05.011 PMID: 27378395

44.

Wang T, Chen Z, Wang X, Shyy JYJ, Zhu Y. Cholesterol loading increases the translocation of ATP
synthase β chain into membrane caveolae in vascular endothelial cells. Biochimica et Biophysica Acta
(BBA)—Molecular and Cell Biology of Lipids. 2006; 1761(10):1182–90. http://dx.doi.org/10.1016/j.
bbalip.2006.08.009

45.
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