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O I N R e

Abstract: Trimethylamine-N-oxide (TMAO) is a uremic toxin, which has been associated with chronic
kidney disease (CKD). Renal tubular epithelial cells play a central role in the pathophysiology of CKD.
Megalin is an albumin-binding surface receptor on tubular epithelial cells, which is indispensable
for urine protein reabsorption. To date, no studies have investigated the effect of TMAQO on megalin
expression and the functional properties of human tubular epithelial cells. The aim of this study was
first to identify the functional effect of TMAO on human renal proximal tubular cells and second, to
unravel the effects of TMAO on megalin-cubilin receptor expression. We found through global gene
expression analysis that TMAO was associated with kidney disease. The microarray analysis also
showed that megalin expression was suppressed by TMAO, which was also validated at the gene and
protein level. High glucose and TMAO was shown to downregulate megalin expression and albumin
uptake similarly. We also found that TMAO suppressed megalin expression via PI3K and ERK
signaling. Furthermore, we showed that candesartan, dapagliflozin and enalaprilat counteracted the
suppressive effect of TMAO on megalin expression. Our results may further help us unravel the role
of TMAO in CKD development and to identify new therapeutic targets to counteract TMAOs effects.

Keywords: TMAO; chronic kidney disease; megalin; albumin uptake; proximal tubular cells

1. Introduction

Chronic kidney disease (CKD) negatively affects the quality of life of a great num-
ber of individuals. More specifically, the global prevalence of CKD was estimated to be
697.5 million in 2017, a number that represents 9.1% of the world’s population [1]. The
same year, CKD resulted in 35.8 million disability-adjusted life years (DALYs) and the
global mortality of CKD was 1.2 million [1]. Several studies have highlighted the sub-
stantial economic burden of CKD [2—4] on society. Trimethylamine-N-oxide (TMAO) is a
uremic toxin found to be increased in the plasma of CKD patients compared to non-CKD
individuals [5]. TMAO is the product of oxidation of trimethylamine (TMA) in the liver
by flavin monooxygenase 3 (FMO3) and is physiologically eliminated in the urine [6].
TMA is generated from the metabolism of choline, L-carnitine and phosphatidylcholine
by the gut microbiota [6]. Eggs, dairy products, red meat and fish are the main dietary
sources of choline, phosphatidylcholine and L-carnitine [7]. TMA is transferred to the
liver through circulation [6]. In CKD patients, alteration in the gut microbiota leads to
gut mucosa inflammation and breakdown of enterocyte tight junctions [8]. Consequently,
uremic toxins, including TMA, translocate from the gut to the bloodstream, leading to
increased supply of TMA to the liver and, consequently, increased TMAO production [8].
Altered gut microbiome in combination with eventually decreased urine production in
advanced stages of CKD, results in the aforementioned increase in plasma concentration
of TMAOQ in CKD patients. TMAO levels in the serum were inversely correlated with
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glomerular filtration rate (GFR) [9]. The more advanced the stage of CKD, the lower the
observed GFR and the higher the serum levels of TMAOQ [9]. Several clinical studies have
tried to elucidate the role of TMAQO in CKD [5,9-14]. High TMAO serum levels in CKD
patients were associated with increased all-cause mortality and poorer 5-year survival
compared to CKD patients with low TMAO and healthy individuals [5,9-11]. Moreover,
increased TMAO concentration was associated with increased risk of cardiovascular events
and greater atherosclerosis burden in CKD patients [12,13]. Finally, hemodialysis patients
with higher plasma levels of TMAO had increased hospitalization rates compared to those
with lower concentration of TMAO [14].

Apart from the glomerulus, which has been the subject of extensive research, the renal
tubulointerstitium also contributes to the progression of CKD [15]. It consists of tubular
cells, peritubular endothelium of the capillaries, extracellular matrix, pericytes, fibroblasts
and immune cells [16]. The role of TMAOQO in the renal tubulointerstitium has also been a
subject of investigation [5,17]. Increased TMAO in a CKD mice model was associated with
tubulointerstitial fibrosis [5]. We have previously shown that TMAQ induces proliferation
of human renal fibroblasts and collagen production via the Akt/mTOR pathway [17].
Tubulointerstitial fibrosis and inflammation lead, in the context of CKD, to nephron loss
and progressively declined GFR [15,18]. Furthermore, tubular epithelial cells play a central
role in the initiation of tubulointerstitial inflammation and fibrosis, thereby the progression
of CKD [15,18]. Proteinuria, a marker of CKD progression, is often a result of glomerular
defects and leads to tubular cell activation [15,18]. More specifically, tubular cells exposed
to a high-protein glomerular filtrate, start to de-differentiate [18]. Being in the latter state
of the disease, these cells produce profibrotic and proinflammatory molecules that recruit
fibroblasts and inflammatory cells [15].

Megalin and cubilin are two receptors forming a receptor complex on tubular cells
and this receptor complex has been shown to be altered during CKD [19]. This recep-
tor complex reabsorbs albumin and other proteins filtered in the proximal tubules by
glomerulus [18]. Cubilin is the receptor required for the binding of albumin and megalin
is necessary for the internalization of albumin into the tubular cell and initialization of
cellular signaling [18,20-22]. Under the state of proteinuria, the capacity of cubilin and
megalin is overwhelmed, leading to an increased protein delivery to the distal tubule [18].
Apart from that, there are studies supporting a reduction in the expression of megalin
during CKD [19]. However, the mechanisms behind the reduced megalin expression are
rather unclear.

To date, there are no studies that have investigated the effect of TMAO on the func-
tional properties of tubular epithelial cells. Moreover, there is no data regarding the
molecular mechanism through which this effect may be exerted. Such studies would help
us to further clarify the role of TMAO in CKD and identify new therapeutic targets for
this disease. The aim of this study was first to identify the functional effect of TMAO on
human renal proximal tubular cells and second, to unravel the effects of TMAO on the
megalin-cubilin receptor expression.

2. Results
2.1. Gene-Disease Associations in TMAO-Treated Human Renal Proximal Tubular Cells

Total RNA was isolated from HK-2 human renal proximal tubular cells stimulated
with TMAO, and a whole genome microarray analysis was conducted. Microarray enrich-
ment analysis without multiple correction revealed 168 significantly (p < 0.05) upregulated
(Supplementary Table S1) and 121 significantly downregulated (Supplementary Table S2)
genes with a >1.5-fold change in comparison to unstimulated HK-2 cells after 6 h. Dis-
geNET disease enrichment analysis on the upregulated (Figure 1, Supplementary Table S3)
and downregulated (Figure 2, Supplementary Table 54) genes revealed several gene-disease
associations (GDAs, p < 0.05). We found that acute kidney insufficiency, acute kidney injury
and polycystic kidney disease were highlighted as enriched in the DisgeNET analysis.
The upregulated and downregulated genes found to have significant associations with
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various diseases are listed in Supplementary Tables S5 and S6. Furthermore, looking at
the genes associated with polycystic kidney disease, acute kidney insufficiency and acute
kidney injury, we found uncoupling protein 3 (UCP3), albumin (ALB), pro-platelet basic
protein (PPBP), solute carrier family 22 member 12 (SLC22A12), cytochrome P450 family
2 subfamily C member 9 (CYP2C9), myeloperoxidase (MPO) and LDL receptor related
protein 2 (LRP2) to be altered by TMAO. Of these genes, we found LRP2 to be of particular
interest for further evaluation. LRP2 encodes for megalin, a transmembrane protein on the
apical surface of proximal tubular cells involved in reabsorption of proteins.
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Figure 1. TMAO-downregulated genes in proximal tubular cells with DisGeNET association. Heat
map showing the gene-disease association (p < 0.05) profile of 32 significantly downregulated genes
(fold change > 1.5) in proximal tubular cells after 6 h of TMAO 300 pM stimulation compared to
unstimulated cells. Rows represent genes and columns represent DisGeNET diseases.
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Figure 2. TMAO-upregulated genes in proximal tubular cells with DisGeNET association. Heat
map showing the gene-disease association (p < 0.05) profile of 35 significantly upregulated genes
(fold change > 1.5) in proximal tubular cells after 6 h of TMAO 300 uM stimulation compared to
unstimulated cells. Rows represent genes and columns represent DisGeNET diseases.
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2.2. TMAO Decreases Protein Expression of Megalin, but Not Cubilin, in Proximal Tubular Cells

We then proceeded with investigating whether TMAO affects megalin expression at
the protein level. TMAO stimulation of HK-2 cells for 24 h caused a decrease in protein
expression of megalin compared to unstimulated cells (Figure 3A,B). These results were
verified with flow cytometry (Figure 3C) and RT-PCR (Figure 3D). However, TMAO
stimulated HK-2 cells exhibited significantly increased expression of cubilin, the protein that
forms a receptor complex with megalin [18], compared to unstimulated cells (Figure 3E,F).
Taken together, these results show that TMAO can downregulate megalin at the gene and
protein level in HK-2 cells.
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Figure 3. TMAO decreased megalin expression in proximal tubular cells. HK-2 cells were stimulated
with TMAO (300 uM) for 24 h (A-F) followed by Western blot analysis (A,B,EF), flow cytometry
analysis (C) and RT-PCR to evaluate megalin (A-D) and cubilin (E,F) expression. GAPDH was used
as a loading control. Data are presented as mean + SEM (n = 3—4) independent experiments. MFI,
mean fluorescence intensity. Asterisks denote statistical significance compared to unstimulated cells
(*p <0.05, ** p <0.01, ** p <0.001).

2.3. TMAO Reduces Albumin Uptake by Proximal Tubular Cells

We continued to investigate if the decreased megalin expression mediated by TMAO
had functional effects on albumin uptake. Indeed, TMAO stimulation for 24 h significantly
reduced human serum albumin (HSA) uptake when compared to unstimulated cells
(Figure 4A). This reduction was not a consequence of increased cell death, as verified
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with the LDH assay (Figure 4B). The intracellular uptake of HSA by HK-2 cells was
also validated with confocal microscopy (data not shown). These results suggest that
TMAO reduces albumin uptake by proximal tubular cells, possibly via the downregulation
of megalin.
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Figure 4. TMAO reduced albumin uptake in proximal tubular cells. HK-2 cells were stimulated with
TMAO (300 uM) for 24 h (A,B) and HSA uptake (A) and LDH release (B) were evaluated. Data are
presented as mean 3= SEM (n = 3-6 independent experiments). HSA, human serum albumin. MFI,
mean fluorescence intensity. Asterisks denote statistical significance compared to unstimulated cells
(***p <0.001).

2.4. High Glucose Exposure Reduces Megalin Expression

High glucose is known for decreasing megalin expression and albumin uptake in
proximal tubular cells [23]. Hence, we continued to investigate how high glucose and
TMAO alone or in combination affects megalin expression and HSA uptake. In our study,
high glucose treatment for 24 h decreased the protein expression of megalin (Figure 5A,B)
compared to unstimulated cells. These results were verified with RT-PCR (Figure 5C)
and flow cytometry (Figure 5D). High glucose, such as TMAO, caused an increase in
cubilin protein expression (Figure 5E,F) in comparison to unstimulated cells. Moreover,
in accordance with TMAO stimulation, high glucose exposure reduced HSA uptake by
proximal tubular cells when compared to unstimulated cells (Figure 5G). Co-exposure
of TMAO and high glucose also reduced HSA uptake compared to unstimulated cells
(Figure 5G). However, this effect was not additive or synergistic. These results suggest that
high glucose and TMAO affects proximal tubular cells similarly regarding megalin and
cubilin expression and albumin uptake.

2.5. TMAO Suppresses Megalin Expression in Proximal Tubular Cells via PI3K and ERK

The next step in our investigation was to identify which signaling molecules mediate
the TMAO-induced suppression of megalin expression in proximal tubular cells. We
found that inhibition of PI3K (wortmannin) and extracellular signal-regulated kinase (ERK)
(PD98059) abolished TMAQ'’s ability to downregulate the expression of megalin after 24 h.
However, inhibition of Akt (MK-2206) and mTOR (ridaforolimus) could not prevent TMAO
from reducing the expression of megalin after 24 h (Figure 6A). Furthermore, Western blot
results showed that HK-2 cells expressed significantly higher levels of p-mTOR, p-ERK
and PI3K p-P85 after TMAO exposure compared to unstimulated cells (Figure 6B,C). In
addition, we observed increased p-Akt, but this increase was not significant (Figure 6B,C).
Taken together, our results showed that TMAO can activate the Akt, mTOR, PI3K and ERK
signaling pathways, but only PI3K and ERK are indispensable in TMAO-induced decrease
of megalin in HK-2 cells.
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Figure 5. High glucose decreased megalin expression and albumin uptake in proximal tubular cells.
HK-2 cells were stimulated with high glucose (30 mM) for 24 h (A-F) followed by Western blot
analysis (A,B,E,F), flow cytometry analysis (D) and RT-PCR to evaluate megalin (C) and cubilin (E,F)
expression. HSA uptake was also evaluated after 24 h of either high glucose (30 mM), TMAO (300 uM)
or in combination, stimulation (G). GAPDH was used as a loading control. Data are presented as
mean + SEM (n = 3 independent experiments). HG, high glucose. Unstimulated (low glucose,
5 mM). MFI, mean fluorescence intensity. HSA, human serum albumin. Asterisks denote statistical
significance compared to unstimulated cells (* p < 0.05, ** p < 0.01, ** p < 0.001).
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Figure 6. PI3K and ERK mediate TMAO-induced suppression of megalin expression. HK-2 cells were
pre-incubated with DMSO (vehicle), Akt inhibitor MK-2206 (1 uM), mTOR inhibitor ridaforolimus
(1 uM), PI3K inhibitor wortmannin (1 uM) or ERK inhibitor PD98059 (1 uM) for 1 h prior to TMAO
stimulation (300 uM) for 24 h (A) followed by evaluating megalin protein expression with flow
cytometry. Megalin protein expression is presented as % of vehicle control (DMSO or respective
inhibitor alone), which is represented by the dotted line. Western blot analysis was conducted
to identify differences in protein levels of p-Akt/Akt, p-mTOR/mTOR, p-ERK/ERK and PI3K p-
P85/PI3K P85 after TMAO (300 uM) stimulation for 3, 5, 15 and 30 min (B,C). GAPDH was used
as a loading control. Data are presented as mean £+ SEM (n = 3 independent experiments). MFI,
mean fluorescence intensity. Asterisks denote statistical significance compared to unstimulated cells
(*p <0.05,**p <0.01, *** p <0.001).

2.6. Candesartan, Dapagliflozin and Enalaprilat Counteract TMAOs Effect on Megalin

We then evaluated if candesartan (angiotensin II-receptor blocker), losartan (an-
giotensin II-receptor blocker), dapagliflozin (sodium/glucose cotransporter 2 (SGLT2)
inhibitor) or enalaprilat (angiotensin-converting enzyme (ACE) inhibitor) could counteract
the effects of TMAO on megalin expression. These drugs are currently extensively used
against proteinuria at the clinical level. First, we evaluated how these drugs affect the
basal expression of megalin in HK-2 cells. We found that candesartan and dapagliflozin,
but not losartan or enalaprilat, increased the protein expression of megalin after 12 h
compared to unstimulated cells (Figure 7A). We then moved on to stimulate HK-2 cells
with TMAO for 12 h, and the respective drug was then added to the cells for an additional
12 h. Total exposure was 24 h for TMAO and 12 h for the drugs. We found that HK-2 cells
treated with candesartan, dapagliflozin or enalaprilat, but not losartan, in combination
with TMAO increased the expression of megalin in comparison to cells treated with only
TMAO (Figure 7B). These results suggest that candesartan, dapagliflozin and enalaprilat
counteract the suppressive effect of TMAO on megalin expression in proximal tubular cells.



Int. J. Mol. Sci. 2022, 23, 8856

9o0f 16

Megalin protein expression

600+

400+

(% MFI)

200+

A

*kk
c 600" T '
-Q *%
[ | p—
(7]
2
. * & 4004
e T
£k
S
8 200
=
©
o
(7]
= 0-
N & & O
& L& RN AP P R
N & X & x x
© Y« & & & & &
& N £ & F K
] S o o&
’bo QQQQ Q’

Figure 7. Candesartan, dapagliflozin and enalaprilat counteracts TMAO-induced reduction of
megalin expression. HK-2 cells were treated with candesartan (10 uM), dapagliflozin (10 uM),
losartan (10 uM) or enalaprilat (5 uM) for 12 h followed by assessment of megalin protein expression
with flow cytometry analysis (A). Megalin expression was then evaluated in HK-2 cells stimulated
with TMAO for 12 h, candesartan, dapagliflozin, losartan or enalaprilat was then added to the cells
for an additional 12 h. Total exposure was 24 h for TMAO and 12 h for the drugs (B). Megalin
protein expression is shown as % of unstimulated control. Data are presented as mean + SEM (n =3
independent experiments). MFI, mean fluorescence intensity. Asterisks denote statistical significance
compared to unstimulated cells (* p < 0.05, ** p < 0.01, *** p < 0.001).

3. Discussion

Several studies have investigated the role of TMAO in chronic kidney disease [5,9-14].
However, there are limited studies that have elucidated the effects of TMAO on human
proximal tubular epithelial cell function [24-26]. Tubular epithelial cells contribute sig-
nificantly to the initiation of tubulointerstitial inflammation and fibrosis, thereby to the
development of CKD [15,18]. Understanding the interaction between TMAQO and proximal
tubular epithelial cells may help us identify new therapeutic targets for CKD. Our aim was
to investigate the functional effect of TMAO on human renal proximal tubular cells and
second, to unravel the effects of TMAQO on the megalin-cubilin receptor expression.

We started by evaluating the global gene expression of HK-2 cells stimulated with
TMAO. We found, using DisgeNET disease enrichment analysis, that genes altered by
TMAO in HK-2 cells were associated with acute kidney insufficiency, acute kidney injury
and polycystic kidney disease. Our findings are in agreement with previous studies show-
ing a link between TMAO and kidney disease [5,9-12]. Evaluating the genes associated
with kidney disease in the enrichment analysis, LRP2, which was downregulated, was
found to be of particular interest. LRP2 encodes for megalin, a receptor that constitutes
the major pathway for tubular reabsorption of filtered plasma proteins [19]. Hence, we
continued to evaluate the effects of TMAQO on megalin expression and function. We found
that TMAO reduced the expression of megalin, but upregulated the co-receptor cubilin in
HK-2 cells. Others have also found that megalin expression is reduced during CKD [19].
Megalin, cubilin and amnionless form a receptor complex in the apical membrane of proxi-
mal tubular cells and they are responsible for the reabsorption of filtered proteins, including
albumin [19,27-29]. Megalin and amnionless are transmembrane proteins, whereas cubilin
is a membrane protein [19,27,28]. The filtered albumin can bind to cubilin only or to both
cubilin and megalin [19,27]. Megalin is necessary for the internalization of albumin but also
for the internalization and recycling of cubilin [29-31]. Moreover, amnionless participates
in the recycling of cubilin [19,27,29]. Based on this knowledge, there are two possible sce-
narios, which may explain the opposite effect of TMAO on megalin and cubilin expression
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in proximal tubular cells. The first, cubilin increase is a compensatory mechanism for the
decrease of megalin. Second, reduction of megalin leads to reduced internalization of
cubilin. Consequently, leading to reduced cubilin recycling and lysosomal degradation [28],
which increases membrane accumulation of cubilin. Evaluating the functional effect of the
altered megalin and cubilin expression, we found that albumin uptake was reduced by
TMAO. Reduced albumin uptake by proximal tubular epithelial cells has been linked to
CKD [32]. Taken together, our findings indicate that TMAO reduces megalin expression,
which leads to reduced uptake of albumin by proximal tubular epithelial cells.

It is interesting that the effect of TMAO on megalin and cubilin expression and albumin
uptake by proximal tubular cells was similar to that of high glucose exposure. Our findings
are in accordance with the in vitro study by Peruchetti et al. [23]. An earlier in vivo study
showed that rats with diabetes and diabetic kidney disease (DKD) fed with a high-fat diet,
had increased urine protein and urine albumin levels compared to control rats [33]. Rats
with DKD fed with the same diet, but with TMAO supplementation in their drinking water,
exhibited higher urine protein and urine albumin levels compared to DKD rats with only a
high-fat diet [33]. These findings suggest that high plasma TMAO levels exacerbate high
glucose-caused proteinuria in diabetic animals. In our study, no difference in albumin
uptake was identified between cells exposed to high glucose or high glucose in combination
with TMAO. Hence, further studies are needed to investigate whether TMAO exacerbates
high glucose/diabetes-caused proteinuria in humans.

Next, we proceeded by evaluating which signaling molecules mediate the TMAO-
induced suppression of megalin expression. We found that TMAO suppresses megalin
expression via PI3K and ERK, but not Akt and mTOR signaling in proximal tubular cells.
However, TMAO had the ability to activate PI3K, ERK, Akt and mTOR signaling pathways
in proximal tubular cells. We have previously shown that TMAO induced increased
renal fibroblast proliferation and collagen production via Akt and mTOR, but not via
PI3K [17]. TMAO has also been shown to promote vascular inflammation via the activation
of ERK [34]. Furthermore, the PI3K/Akt/mTOR pathway regulates a variety of biological
functions at the physiological and pathological levels. This signaling pathway is involved
in cell proliferation, cell fate determination [35-39], cell viability and autophagy [40] at
the physiological level. At the pathological level, the pathway has been associated with
tumor growth, tumor metabolism and kidney disease [41-44]. Taken together, our findings
indicate that PI3K and ERK, but not Akt and mTOR, mediate the effect of TMAO on megalin
expression in proximal tubular cells.

We also investigated if candesartan (angiotensin II-receptor blocker), losartan (an-
giotensin Il-receptor blocker), dapagliflozin (sodium/glucose cotransporter 2 (SGLT2)
inhibitor) or enalaprilat (angiotensin-converting enzyme (ACE) inhibitor) could counter-
act the effects of TMAO on megalin expression. These drugs are currently extensively
used against proteinuria in patients [45]. We found that candesartan, dapagliflozin and
enalaprilat, but not losartan, counteracted the suppressive effect of TMAO on megalin
expression. In addition, candesartan and dapagliflozin increased the basal expression of
megalin in HK-2 cells. This is possibly one of the mechanisms through which candesartan
and dapagliflozin reduces proteinuria in vivo. Our findings are in accordance with the
findings of Hosojima et al. who demonstrated that angiotensin 1 (AT1) receptor blockade
reversed the decrease in megalin expression mediated by angiotensin II in proximal tubular
cells [46]. However, losartan, although an angiotensin receptor blocker, caused no change
in megalin expression in proximal tubular cells in vitro. However, according to a previous
study, enalapril and losartan reduced proteinuria in hypertensive rats by increasing the
expression of cubilin [47]. Both drugs were shown to decrease megalin expression in these
rats [47]. Although candesartan and losartan belong to the same group of drugs, they
differed regarding their capacity to counteract the effect of TMAO on megalin. This could
be related to their pharmacological differences. Candesartan binds with higher affinity to
the ATj receptor and this binding lasts longer compared to losartan [48-52], explaining the
reduced anti-proteinuric action of losartan compared to candesartan [53]. Furthermore,
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in accordance with our study, Peruchetti et al. showed that the SGLT2 inhibitor phlorizin
could counteract high glucose-induced downregulation of megalin in proximal tubular
cells [23]. Taken together, our data suggests that candesartan, dapagliflozin and enalapri-
lat counteract the suppressive effect of TMAO, suggesting one mechanism behind their
beneficial effects during proteinuria.

Some limitations of the present study are that in vitro experiments cannot completely
mimic the complexity of the cell-cell interactions that exist in the tubulointerstitial renal
tissue. Such interactions could possibly modify the effect of TMAO on megalin expression
and tubular albumin uptake. In addition, we did not include the effect of TMAO on
amnionless in our study, which, as mentioned above, forms a complex with megalin and
cubilin for protein uptake.

In conclusion, we showed that TMAO affects proximal tubular cells by decreasing the
protein expression of megalin. As a result, the albumin uptake capacity of proximal tubular
cells was reduced in the presence of TMAO. The TMAO-induced decrease of megalin
expression was mediated by PI3K and ERK and was reversed by candesartan, dapagliflozin
and enalaprilat. These findings can be the basis of further research to investigate the
contribution of TMAO to CKD development and to identify new therapeutic targets to
counteract the effect of TMAO.

4. Materials and Methods
4.1. Cell Culture

The human immortalized proximal tubule epithelial cell line HK-2 (American Type
Culture Collection (ATCC), Manassas, VA, USA) was used in this study. The HK-2 cell
line was cultured in Dulbecco’s modified Eagle medium (DMEM) supplemented with 10%
fetal bovine serum (FBS), 2 mM L-glutamine and 1 mM non-essential amino acids (all from
Thermo Fisher Scientific, Waltham, MA, USA) at 37 °C in 5% CO, atmosphere. Prior to
experiments, the cells were serum starved overnight in DMEM supplemented with 2 mM
L-glutamine and 1 mM non-essential amino acids. During the experiments, the cell culture
medium was replaced with DMEM supplemented with 2 mM L-glutamine and 1 mM
non-essential amino acids.

4.2. Stimulation of Renal Proximal Tubule Epithelial Cells

HK-2 cells were stimulated with TMAO (300 uM, Sigma-Aldrich, St. Louis, MO, USA),
low glucose (5 mM, unstimulated) or high glucose (30 mM, Sigma-Aldrich) for 3 min to
24 h, depending on the experimental setup, at 37 °C in 5% CO;. The HK-2 cells were
also pre-incubated with DMSO (vehicle), Akt inhibitor MK-2206 (1 uM, Selleckchem, TX,
USA), mTOR inhibitor ridaforolimus (1 uM, Selleckchem), PI3K inhibitor wortmannin
(1 uM, Selleckchem) and ERK inhibitor PD98059 (10 uM, Santa Cruz Biotechnology Inc.,
Heidelberg, Germany) for 1 h prior to TMAO stimulation. Supernatants, cell lysates and
total ribonucleic acid (RNA) were collected and kept at -80 °C until further analysis.

4.3. Western Blot Analysis

HK-2 were lysed in radioimmunoprecipitation assay (RIPA) buffer supplemented
with a protease and phosphatase inhibitor cocktail (Thermo Fisher Scientific). The pro-
tein concentrations of the samples were assessed using the DC protein assay (Bio-Rad
Laboratories, Hercules, CA, USA). Protein samples and Laemmli buffer were mixed and
boiled at 95 °C for 5 min. The samples (10-20 ug of protein) were separated with 4-15%
SDS-polyacrylamide gel electrophoresis and then transferred to a polyvinylidene fluoride
(PVDF) membrane (Bio-Rad Laboratories). Furthermore, 3% BSA was used to block the
PVDF membrane for 1 h at room temperature. Megalin was detected using a mouse mono-
clonal antibody (sc-515772, Santa Cruz Biotechnology). Cubilin was detected using a mouse
monoclonal antibody (sc-518089, Santa Cruz Biotechnology). Phospho-Akt (p-Akt) was
detected using a rabbit monoclonal antibody (#4060, Cell signaling Technologies, Danvers,
MA, USA). Phospho-mTOR (#5536, p-mTOR) was detected using a rabbit monoclonal
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antibody (Cell signaling Technologies). Phospho-P85 (p-P85, PI3K) was detected using a
rabbit monoclonal antibody (#4228, Cell signaling Technologies). Phospho-ERK (p-ERK)
was detected using a mouse monoclonal antibody (#9106, Cell signaling Technologies).
Total Akt was detected using a mouse monoclonal antibody (#2920, Cell signaling Technolo-
gies). Total mMTOR was detected using a rabbit monoclonal antibody (#2983, Cell signaling
Technologies). Total P85 (PI3K) was detected using a rabbit monoclonal antibody (#4257,
Cell signaling Technologies). Total ERK was detected using a rabbit monoclonal antibody
(#4695, Cell signaling Technologies). GAPDH was used as loading control and was detected
with a rabbit polyclonal antibody (sc-25778, Santa Cruz Biotechnology). All the primary
antibodies were incubated overnight at 4 °C. The secondary antibodies, goat anti mouse
IgG (horseradish peroxidase, HRP) (Santa Cruz Biotechnology) and goat anti rabbit IgG
(HRP) (Santa Cruz Biotechnology) were used and incubated for 1 h at room temperature.
Luminata Forte Western HRP Substrate (Merck Millipore) was used for developing the
blots, as previously described [54].

4.4. RNA Isolation and Real Time RT-PCR

Total RNA was isolated from HK-2 cells using the E.Z.N.A. Total RNA Kit I (Omega,
Bio-tek, GA, USA) following the manufacturer’s instructions. Quantification of the RNA
was done using the Nano-Drop ND-1000 spectrophotometer (Wilmington, NC, USA).
Furthermore, 100 ng total RNA was used for cDNA synthesis (20 uL reactions) using
the High-capacity cDNA RT kit according to the kit’s instructions (Thermo Fisher Scien-
tific). The real time RT-PCR was performed using Maxima SYBR Green qPCR Master
Mix (Thermo Fisher Scientific), 5 ng cDNA and 250 nM of each megalin primer (96%
amplification efficiency, forward: 5-GTCTAACCGCACTGTGATAGCC-3/, reverse: 5'-
CGGAAGTTTCCTCCCAATGTGG-3), and glyceraldehyde 3-phosphate dehydrogenase
(GAPDH) (94% amplification efficiency, forward: 5-GTCTCCTCTGACTTCAACAGCG-3,
reverse: 5-ACCACCC TGTTGCTGTAGCCAA-3'). The primers were designed by Origene
(Rockville, MD, USA) and synthesized by Eurofins MWG Synthesis GmbH (Munich, Ger-
many). The PCR amplification was done using the CFX96 Touch Real-Time PCR Detection
System (Bio-Rad Laboratories) according to following: desaturation at 95 °C for 10 min,
40 cycles of denaturation at 95 °C for 15 s and finally, annealing/extension at 60 °C for
60 s. The gene expression was assessed by the comparative Ct (AACt) method followed
by normalization to the endogenous control GAPDH. GAPDH was validated in the ex-
perimental setup to be a suitable control. Fold difference was calculated as 2744, as
previously described [55]. A no-reverse transcriptase control and a no-amplification control
were used as negative controls during the PCR.

4.5. Microarray Analysis

HK-2 cells were stimulated with TMAO (300 uM) for 6 h at 37 °C in 5% CO,. Total
RNA was isolated from the HK-2 cells using the E.Z.N.A. Total RNA Kit I. RNA quality and
integrity were evaluated using Agilent TapeStation 2200 platform (Agilent Technologies,
Palo Alto, CA, USA) according to manufacturer instructions. The RNA integrity number
(RIN) was 10 for all RNA samples. The Low Input Quick Amp WT Labelling Kit (Agilent)
was used to prepare labelled cRNA according to manufacturer instructions. Hybridization
of the labelled cRNA samples were done in a G2545A hybridization oven (Agilent) onto
Agilent SurePrint G3 (v3) Human Gene Expression 8 x 60 k (Agilent Technologies) glass
arrays according to manufacturer instructions and subsequently scanned with a G2505C
array laser scanner (Agilent Technologies). Feature Extraction Software (version 10.7.3.1,
Agilent Technologies) was used for image analysis and data extraction, as previously
described [54]. Gene expression data are available in the GEO database with the accession
number GSE210692.



Int. J. Mol. Sci. 2022, 23, 8856

13 of 16

References

4.6. Albumin Uptake and Cell Viability Assay

HK-2 cells were stimulated with TMAO (300 uM), low glucose (5 mM, unstimulated)
or high glucose (30 mM) for 24 h at 37 °C in 5% CO,. After 24 h, 100 ug/mL human serum
albumin-FITC (HSA-FITC, Jackson ImmunoResearch Europe Ltd., Cambridgeshire, UK)
was added to the cells for 1 h at 37 °C. The cells were then washed with PBS 10 times
and lysed with 0.1% SDS (in Milli-Q water). The lysate was transferred to a black 96-well
plate and measured at 495 nm/519 nm using the Cytation 3 plate reader (BioTek, Winooski,
VT, USA).

Cell viability was assessed by Pierce lactate dehydrogenase (LDH) cytotoxicity assay
(Thermo fisher Scientific) following the manufacturer’s instructions [55].

4.7. Flow Cytometry

HK-2 cells were stimulated with TMAO (300 uM), low glucose (5 mM, unstimulated)
or high glucose (30 mM) for 24 h at 37 °C in 5% CO,. The HK-2 cells were also treated with
TMAO (300 uM) for 12 h followed by treatment with DMSO (vehicle), candesartan (10 uM,
Santa Cruz Biotechnology), dapagliflozin (10 uM, Santa Cruz Biotechnology), losartan
(10 uM, Santa Cruz Biotechnology) and enalaprilat (5 uM, Santa Cruz Biotechnology Inc)
for an additional 12 h in the presence of TMAO. After 24 h, the cells were detached with Ac-
cutase (Sigma-Aldrich) and megalin was detected using the monoclonal mouse anti-human
megalin/LRP2 Alexa Fluor 488-conjugated antibody (R&D Systems, Minneapolis, USA).
Cells were stained with 0.25 pg antibody for 20 min at room temperature. The expression
was evaluated using the Gallios (Beckman Coulter, Brea, CA, USA) flow cytometer with
488 nm laser and FL1 525/40 nm band-pass filter. The data were analyzed with Kaluza
Flow Cytometry Analysis v1.3 (Beckman Coulter).

4.8. Data Analysis

All data shown are expressed as mean £+ SEM. The differences between the groups
were analyzed by unpaired Student’s t-test. Statistical significance of the differences was
considered at p < 0.05. Microarray analysis was performed using Gene Spring GX version
14.9 (Agilent Technologies) after per chip and gene 75th percentile shift normalization of
samples. Significantly expressed genes between groups was analyzed with Moderated
T-Test (p < 0.05) with a fold change set at >1.5. Disease ontology enrichment was done with
DisGeNET (v7.0) and the significance was set at a p-value < 0.05.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/ijms23168856/s1.

Author Contributions: Conceptualization, S.K., AK.K., K.P. and I.D.; data curation, S.K., A K.K. and
L.D.; formal analysis, S.K., AK.K., K.P. and I.D.; funding acquisition, I.D.; methodology, S.K., A K K.,
K.P. and I.D.; supervision, K.P. and I.D.; writing—original draft, S.K. and I.D.; writing—review and
editing, SK., AKK, K.P. and I.D. All authors have read and agreed to the published version of
the manuscript.

Funding: This research received no external funding. This project was financially supported by the
Faculty of Medicine and Health at Orebro University.

Data Availability Statement: Microarray data is uploaded to GEO database, GSE210692.

Conflicts of Interest: The authors declare that they have no conflict of interests.

1. GBD Chronic Kidney Disease Collaboration. Global, regional, and national burden of chronic kidney disease, 1990-2017: A
systematic analysis for the Global Burden of Disease Study 2017. Lancet 2020, 395, 709-733. [CrossRef]

2. Golestaneh, L.; Alvarez, PJ.; Reaven, N.L.; Funk, S.E.; McGaughey, K.J.; Romero, A.; Brenner, M.S.; Onuigbo, M. All-cause costs
increase exponentially with increased chronic kidney disease stage. Am. |. Manag. Care 2017, 23 (Suppl. 10), S163-5172. [PubMed]

3.  Wang, V,; Vilme, H.; Maciejewski, M.L.; Boulware, L.E. The Economic Burden of Chronic Kidney Disease and End-Stage Renal
Disease. Semin. Nephrol. 2016, 36, 319-330. [CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/ijms23168856/s1
https://www.mdpi.com/article/10.3390/ijms23168856/s1
http://doi.org/10.1016/S0140-6736(20)30045-3
http://www.ncbi.nlm.nih.gov/pubmed/28978205
http://doi.org/10.1016/j.semnephrol.2016.05.008
http://www.ncbi.nlm.nih.gov/pubmed/27475662

Int. . Mol. Sci. 2022, 23, 8856 14 of 16

10.

11.

12.

13.

14.

15.

16.
17.

18.

19.

20.

21.

22.
23.

24.

25.

26.

27.

28.

29.

Elshahat, S.; Cockwell, P.; Maxwell, A.P.; Griffin, M.; O’Brien, T.; O'Neill, C. The impact of chronic kidney disease on developed
countries from a health economics perspective: A systematic scoping review. PLoS ONE 2020, 15, e0230512. [CrossRef]

Tang, W.H.; Wang, Z.; Kennedy, D.J.; Wu, Y.; Buffa, J.A.; Agatisa-Boyle, B.; Li, X.S.; Levison, B.S.; Hazen, S.L. Gut microbiota-
dependent trimethylamine N-oxide (TMAO) pathway contributes to both development of renal insufficiency and mortality risk
in chronic kidney disease. Circ. Res. 2015, 116, 448-455. [CrossRef]

Velasquez, M.T.; Ramezani, A.; Manal, A.; Raj, D.S. Trimethylamine N-Oxide: The Good, the Bad and the Unknown. Toxins 2016,
8, 326. [CrossRef]

Miao, L.; Du, J.; Chen, Z.; Shi, D.; Qu, H. Effects of Microbiota-Driven Therapy on Circulating Trimethylamine-N-Oxide
Metabolism: A Systematic Review and Meta-Analysis. Front. Cardiovasc. Med. 2021, 8, 710567. [CrossRef]

Lau, W.L.; Savoj, J.; Nakata, M.B.; Vaziri, N.D. Altered microbiome in chronic kidney disease: Systemic effects of gut-derived
uremic toxins. Clin. Sci. 2018, 132, 509-522. [CrossRef]

Gruppen, E.G; Garcia, E.; Connelly, M.A; Jeyarajah, E.J.; Otvos, ].D.; Bakker, S.J.L.; Dullaart, R.P.E. TMAO is Associated with
Mortality: Impact of Modestly Impaired Renal Function. Sci. Rep. 2017, 7, 13781. [CrossRef]

Mueller, D.M.; Allenspach, M.; Othman, A.; Saely, C.H.; Muendlein, A.; Vonbank, A.; Drexel, H.; von Eckardstein, A. Plasma
levels of trimethylamine-N-oxide are confounded by impaired kidney function and poor metabolic control. Atherosclerosis 2015,
243, 638-644. [CrossRef]

Missailidis, C.; Hallqvist, J.; Qureshi, A.R.; Barany, P; Heimbiirger, O.; Lindholm, B.; Stenvinkel, P.; Bergman, P. Serum
Trimethylamine-N-Oxide Is Strongly Related to Renal Function and Predicts Outcome in Chronic Kidney Disease. PLoS ONE
2016, 11, e0141738. [CrossRef]

Kim, R.B.; Morse, B.L.; Djurdjev, O.; Tang, M.; Muirhead, N.; Barrett, B.; Holmes, D.T.; Madore, E,; Clase, C.M.; Rigatto, C.; et al.
Advanced chronic kidney disease populations have elevated trimethylamine N-oxide levels associated with increased cardiovas-
cular events. Kidney Int. 2016, 89, 1144-1152. [CrossRef]

Stubbs, ].R.; House, J.A.; Ocque, A.].; Zhang, S.; Johnson, C.; Kimber, C.; Schmidt, K.; Gupta, A.; Wetmore, ].B.; Nolin, T.D.; et al.
Serum Trimethylamine-N-Oxide is Elevated in CKD and Correlates with Coronary Atherosclerosis Burden. J. Am. Soc. Nephrol.
2016, 27, 305-313. [CrossRef]

Zheng, Y.; Tang, Z.; You, L.; Wu, Y,; Liu, J.; Xue, J. Trimethylamine-N-oxide is an independent risk factor for hospitalization events
in patients receiving maintenance hemodialysis. Ren. Fail. 2020, 42, 580-586. [CrossRef]

Rodriguez-Iturbe, B.; Garcia Garcia, G. The role of tubulointerstitial inflammation in the progression of chronic renal failure.
Nephron. Clin. Pract. 2010, 116, c81-c88. [CrossRef]

Nast, C.C. The Renal Tubulointerstitium. Adv. Chronic. Kidney Dis. 2017, 24, 55-56. [CrossRef]

Kapetanaki, S.; Kumawat, A.K.; Persson, K.; Demirel, I. The Fibrotic Effects of TMAO on Human Renal Fibroblasts Is Mediated
by NLRP3, Caspase-1 and the PERK/Akt/mTOR Pathway. Int. |. Mol. Sci. 2021, 22, 11864. [CrossRef]

Hodgkins, K.S.; Schnaper, H.-W. Tubulointerstitial injury and the progression of chronic kidney disease. Pediatr. Nephrol. 2012,
27,901-909. [CrossRef]

Nielsen, R.; Christensen, E.I; Birn, H. Megalin and cubilin in proximal tubule protein reabsorption: From experimental models to
human disease. Kidney Int. 2016, 89, 58-67. [CrossRef]

Dickson, L.E.; Wagner, M.C.; Sandoval, R.M.; Molitoris, B.A. The proximal tubule and albuminuria: Really! J. Am. Soc. Nephrol.
2014, 25, 443-453. [CrossRef]

D’Amico, G.; Bazzi, C. Pathophysiology of proteinuria. Kidney Int. 2003, 63, 809-825. [CrossRef]

Baines, R.J.; Brunskill, N.J. Tubular toxicity of proteinuria. Nat. Rev. Nephrol. 2011, 7, 177-180. [CrossRef]

Peruchetti, D.B.; Silva-Aguiar, R.P; Siqueira, G.M.; Dias, W.B.; Caruso-Neves, C. High glucose reduces megalin-mediated albumin
endocytosis in renal proximal tubule cells through protein kinase B O-GlcNAcylation. J. Biol. Chem. 2018, 293, 11388-11400.
[CrossRef]

Dong, F; Jiang, S.; Tang, C.; Wang, X.; Ren, X.; Wei, Q.; Tian, J.; Hu, W.; Guo, J.; Fu, X,; et al. Trimethylamine N-oxide promotes
hyperoxaluria-induced calcium oxalate deposition and kidney injury by activating autophagy. Free Radic. Biol. Med. 2022,
179, 288-300. [CrossRef]

Zhang, W.; Miikeda, A.; Zuckerman, | ; Jia, X.; Charugundla, S.; Zhou, Z.; Kaczor-Urbanowicz, K.E.; Magyar, C.; Guo, F; Wang,
Z.; et al. Inhibition of microbiota-dependent TMAO production attenuates chronic kidney disease in mice. Sci. Rep. 2021, 11, 518.
[CrossRef]

Wang, L.; Zhu, N,; Jia, J.; Gu, L.; Du, Y,; Tang, G.; Wang, X.; Yang, M.; Yuan, W. Trimethylamine N-oxide mediated Y-box binding
protein-1 nuclear translocation promotes cell cycle progression by directly downregulating Gadd45a expression in a cellular
model of chronic kidney disease. Life Sci. 2021, 271, 119173. [CrossRef]

Christensen, E.L; Birn, H. Megalin and cubilin: Synergistic endocytic receptors in renal proximal tubule. Am. . Physiol. Renal.
Physiol. 2001, 280, F562-F573. [CrossRef]

Christensen, E.I; Birn, H.; Storm, T.; Weyer, K.; Nielsen, R. Endocytic receptors in the renal proximal tubule. Physiology 2012,
27,223-236. [CrossRef]

Ahuja, R;; Yammani, R.; Bauer, J.A.; Kalra, S.; Seetharam, S.; Seetharam, B. Interactions of cubilin with megalin and the product of
the amnionless gene (AMN): Effect on its stability. Biochem. J. 2008, 410, 301-308. [CrossRef]


http://doi.org/10.1371/journal.pone.0230512
http://doi.org/10.1161/CIRCRESAHA.116.305360
http://doi.org/10.3390/toxins8110326
http://doi.org/10.3389/fcvm.2021.710567
http://doi.org/10.1042/CS20171107
http://doi.org/10.1038/s41598-017-13739-9
http://doi.org/10.1016/j.atherosclerosis.2015.10.091
http://doi.org/10.1371/journal.pone.0141738
http://doi.org/10.1016/j.kint.2016.01.014
http://doi.org/10.1681/ASN.2014111063
http://doi.org/10.1080/0886022X.2020.1781170
http://doi.org/10.1159/000314656
http://doi.org/10.1053/j.ackd.2016.11.015
http://doi.org/10.3390/ijms222111864
http://doi.org/10.1007/s00467-011-1992-9
http://doi.org/10.1016/j.kint.2015.11.007
http://doi.org/10.1681/ASN.2013090950
http://doi.org/10.1046/j.1523-1755.2003.00840.x
http://doi.org/10.1038/nrneph.2010.174
http://doi.org/10.1074/jbc.RA117.001337
http://doi.org/10.1016/j.freeradbiomed.2021.11.010
http://doi.org/10.1038/s41598-020-80063-0
http://doi.org/10.1016/j.lfs.2021.119173
http://doi.org/10.1152/ajprenal.2001.280.4.F562
http://doi.org/10.1152/physiol.00022.2012
http://doi.org/10.1042/BJ20070919

Int. . Mol. Sci. 2022, 23, 8856 150f 16

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

Yammani, R.R.; Seetharam, S.; Seetharam, B. Cubilin and megalin expression and their interaction in the rat intestine: Effect of
thyroidectomy. Am. J. Physiol. Endocrinol. Metab. 2001, 281, E900-E907. [CrossRef]

Moestrup, S.K.; Kozyraki, R.; Kristiansen, M.; Kaysen, ].H.; Rasmussen, H.H.; Brault, D.; Pontillon, F.; Goda, FO.; Christensen,
E.I; Hammond, T.G.; et al. The intrinsic factor-vitamin B12 receptor and target of teratogenic antibodies is a megalin-binding
peripheral membrane protein with homology to developmental proteins. J. Biol. Chem. 1998, 273, 5235-5242. [CrossRef] [PubMed]
Gansevoort, R.T.; de Jong, P.E. The case for using albuminuria in staging chronic kidney disease. |. Am. Soc. Nephrol. 2009,
20, 465-468. [CrossRef] [PubMed]

Fang, Q.; Zheng, B.; Liu, N.; Liu, J.; Liu, W.; Huang, X.; Zeng, X.; Chen, L.; Li, Z.; Ouyang, D. Trimethylamine N-Oxide Exacerbates
Renal Inflammation and Fibrosis in Rats With Diabetic Kidney Disease. Front. Physiol. 2021, 12, 682482. [CrossRef] [PubMed]
Seldin, M.M.; Meng, Y.; Qi, H.; Zhu, W.; Wang, Z.; Hazen, S.L.; Lusis, A.].; Shih, D.M. Trimethylamine N-Oxide Promotes Vascular
Inflammation Through Signaling of Mitogen-Activated Protein Kinase and Nuclear Factor-«B. J. Am. Heart Assoc. 2016, 5, €002767.
[CrossRef]

Yu, J.S.; Cui, W. Proliferation, survival and metabolism: The role of PI3K/AKT/mTOR signalling in pluripotency and cell fate
determination. Development 2016, 143, 3050-3060. [CrossRef]

Yu, ].S.; Ramasamy, T.S.; Murphy, N.; Holt, M.K.; Czapiewski, R.; Wei, S.K.; Cui, W. PI3K/mTORC?2 regulates TGF-3 / Activin
signalling by modulating Smad2/3 activity via linker phosphorylation. Nat. Commun. 2015, 6, 7212. [CrossRef]

Zhou, J.; Su, P; Wang, L.; Chen, J.; Zimmermann, M.; Genbacev, O.; Afonja, O.; Horne, M.C.; Tanaka, T.; Duan, E.; et al. mTOR
supports long-term self-renewal and suppresses mesoderm and endoderm activities of human embryonic stem cells. Proc. Natl.
Acad. Sci. USA 2009, 106, 7840-7845. [CrossRef]

Paling, N.R.; Wheadon, H.; Bone, HK.; Welham, M.]. Regulation of embryonic stem cell self-renewal by phosphoinositide
3-kinase-dependent signaling. J. Biol. Chem. 2004, 279, 48063-48070. [CrossRef]

Singh, A.M.; Reynolds, D.; Cliff, T.; Ohtsuka, S.; Mattheyses, A.L.; Sun, Y.; Menendez, L.; Kulik, M.; Dalton, S. Signaling
network crosstalk in human pluripotent cells: A Smad2/3-regulated switch that controls the balance between self-renewal and
differentiation. Cell Stem. Cell 2012, 10, 312-326. [CrossRef]

Jafari, M.; Ghadami, E.; Dadkhah, T.; Akhavan-Niaki, H. PI3k/AKT signaling pathway: Erythropoiesis and beyond. J. Cell Physiol.
2019, 234, 2373-2385. [CrossRef]

Zou, Z.; Tao, T,; Li, H.; Zhu, X. mTOR signaling pathway and mTOR inhibitors in cancer: Progress and challenges. Cell Biosci.
2020, 10, 31. [CrossRef]

Margaria, ].P.; Campa, C.C.; De Santis, M.C.; Hirsch, E.; Franco, I. The PI3K/Akt/mTOR pathway in polycystic kidney disease: A
complex interaction with polycystins and primary cilium. Cell Signal 2020, 66, 109468. [CrossRef]

Miricescu, D.; Balan, D.G.; Tulin, A; Stiru, O.; Vacaroiu, I.A.; Mihai, D.A.; Popa, C.C.; Papacocea, R.I.; Enyedi, M.; Sorin, N.A.; et al.
PI3K/AKT/mTOR signalling pathway involvement in renal cell carcinoma pathogenesis (Review). Exp. Ther. Med. 2021, 21, 540.
[CrossRef]

Lan, A.; Du, ]. Potential role of Akt signaling in chronic kidney disease. Nephrol. Dial. Transplant. 2015, 30, 385-394. [CrossRef]
Athavale, A.; Roberts, D.M. Management of proteinuria: Blockade of the renin-angiotensin-aldosterone system. Aust. Prescr.
2020, 43, 121-125. [CrossRef]

Hosojima, M.; Sato, H.; Yamamoto, K.; Kaseda, R.; Soma, T.; Kobayashi, A.; Suzuki, A.; Kabasawa, H.; Takeyama, A;
Ikuyama, K.; et al. Regulation of megalin expression in cultured proximal tubule cells by angiotensin II type 1A receptor-
and insulin-mediated signaling cross talk. Endocrinology 2009, 150, 871-878. [CrossRef]

Corréa, ].W.N.; Boaro, K.R; Sene, L.B.; Polidoro, ].Z.; Salles, T.A.; Martins, FL.; Bendhack, L.M.; Girardi, A.C.C. Antiproteinuric
and Hyperkalemic Mechanisms Activated by Dual Versus Single Blockade of the RAS in Renovascular Hypertensive Rats. Front.
Physiol. 2021, 12, 656460. [CrossRef]

Kjeldsen, S.E.; Stalhammar, J.; Hasvold, P.; Bodegard, J.; Olsson, U.; Russell, D. Effects of losartan vs candesartan in reducing
cardiovascular events in the primary treatment of hypertension. J. Hum. Hypertens. 2010, 24, 263-273. [CrossRef]

Van Liefde, I.; Vauquelin, G. Sartan-AT1 receptor interactions: In vitro evidence for insurmountable antagonism and inverse
agonism. Mol. Cell Endocrinol. 2009, 302, 237-243. [CrossRef]

Fabiani, M.E.; Dinh, D.T.; Nassis, L.; Casley, D.J.; Johnston, C.I. In vivo inhibition of angiotensin receptors in the rat kidney by
candesartan cilexetil: A comparison with losartan. Am. J. Hypertens. 2000, 13, 1005-1013. [CrossRef]

Ojima, M.; Inada, Y.; Shibouta, Y.; Wada, T.; Sanada, T.; Kubo, K.; Nishikawa, K. Candesartan (CV-11974) dissociates slowly from
the angiotensin AT1 receptor. Eur. J. Pharmacol. 1997, 319, 137-146. [CrossRef]

Fuchs, B.; Breithaupt-Grogler, K.; Belz, G.G.; Roll, S.; Malerczyk, C.; Herrmann, V.; Spahn-Langguth, H.; Mutschler, E. Comparative
pharmacodynamics and pharmacokinetics of candesartan and losartan in man. ]. Pharm. Pharmacol. 2000, 52, 1075-1083.
[CrossRef]

Matsuda, H.; Hayashi, K.; Homma, K.; Yoshioka, K.; Kanda, T.; Takamatsu, I.; Tatematsu, S.; Wakino, S.; Saruta, T. Differing
anti-proteinuric action of candesartan and losartan in chronic renal disease. Hypertens. Res. 2003, 26, 875-880. [CrossRef]


http://doi.org/10.1152/ajpendo.2001.281.5.E900
http://doi.org/10.1074/jbc.273.9.5235
http://www.ncbi.nlm.nih.gov/pubmed/9478979
http://doi.org/10.1681/ASN.2008111212
http://www.ncbi.nlm.nih.gov/pubmed/19255126
http://doi.org/10.3389/fphys.2021.682482
http://www.ncbi.nlm.nih.gov/pubmed/34220546
http://doi.org/10.1161/JAHA.115.002767
http://doi.org/10.1242/dev.137075
http://doi.org/10.1038/ncomms8212
http://doi.org/10.1073/pnas.0901854106
http://doi.org/10.1074/jbc.M406467200
http://doi.org/10.1016/j.stem.2012.01.014
http://doi.org/10.1002/jcp.27262
http://doi.org/10.1186/s13578-020-00396-1
http://doi.org/10.1016/j.cellsig.2019.109468
http://doi.org/10.3892/etm.2021.9972
http://doi.org/10.1093/ndt/gfu196
http://doi.org/10.18773/austprescr.2020.021
http://doi.org/10.1210/en.2008-0886
http://doi.org/10.3389/fphys.2021.656460
http://doi.org/10.1038/jhh.2009.77
http://doi.org/10.1016/j.mce.2008.06.006
http://doi.org/10.1016/S0895-7061(00)00286-7
http://doi.org/10.1016/S0014-2999(96)00837-0
http://doi.org/10.1211/0022357001774994
http://doi.org/10.1291/hypres.26.875

Int. . Mol. Sci. 2022, 23, 8856 16 of 16

54. Klarstrom Engstrom, K.; Zhang, B.; Demirel, I. Human renal fibroblasts are strong immunomobilizers during a urinary tract
infection mediated by uropathogenic Escherichia coli. Sci. Rep. 2019, 9, 2296. [CrossRef]

55. Demirel, L; Persson, A.; Brauner, A.; Sarndahl, E.; Kruse, R.; Persson, K. Activation of the NLRP3 Inflammasome Pathway by
Uropathogenic Escherichia coli Is Virulence Factor-Dependent and Influences Colonization of Bladder Epithelial Cells. Front. Cell
Infect. Microbiol. 2018, 8, 81. [CrossRef]


http://doi.org/10.1038/s41598-019-38691-8
http://doi.org/10.3389/fcimb.2018.00081

	Introduction 
	Results 
	Gene-Disease Associations in TMAO-Treated Human Renal Proximal Tubular Cells 
	TMAO Decreases Protein Expression of Megalin, but Not Cubilin, in Proximal Tubular Cells 
	TMAO Reduces Albumin Uptake by Proximal Tubular Cells 
	High Glucose Exposure Reduces Megalin Expression 
	TMAO Suppresses Megalin Expression in Proximal Tubular Cells via PI3K and ERK 
	Candesartan, Dapagliflozin and Enalaprilat Counteract TMAOs Effect on Megalin 

	Discussion 
	Materials and Methods 
	Cell Culture 
	Stimulation of Renal Proximal Tubule Epithelial Cells 
	Western Blot Analysis 
	RNA Isolation and Real Time RT-PCR 
	Microarray Analysis 
	Albumin Uptake and Cell Viability Assay 
	Flow Cytometry 
	Data Analysis 

	References

