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ABSTRACT
In this study, we investigated the role of circular RNA_30032 (circRNA_30032) in renal fibrosis and the
underlying mechanisms. The study was carried out using TGF-β1-induced BUMPT cells and unilateral ureteral
obstruction (UUO)-induced mice, respectively, as in vitro and in vivo models. CircRNA_30032 expression was
significantly increased by 9.15- and 16.6-fold on days 3 and 7, respectively, in the renal tissues of UUO model
mice. In TGF-β1-treated BUMPT cells, circRNA_30032 expression was induced by activation of the p38 mitogenactivated protein kinase signaling pathway. Quantitative real-time PCR, western blotting and dual luciferase
reporter assays showed that circRNA_30032 mediated TGF-β1-induced and UUO-induced renal fibrosis by
sponging miR-96-5p and increasing the expression of profibrotic proteins, including HBEGF, KRAS, collagen I,
collagen III and fibronectin. CircRNA_30032 silencing significantly reduced renal fibrosis in UUO model mice by
increasing miR-96-5p levels and decreasing levels of HBEGF and KRAS. These results demonstrate that
circRNA_30032 promotes renal fibrosis via the miR-96-5p/HBEGF/KRAS axis and suggest that circRNA_30032 is
a potential therapeutic target for treatment of renal fibrosis.
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INTRODUCTION
Chronic kidney disease (CKD) is a global health problem
with an incidence rate of about 13%–15% in developed
countries [1, 2]. The pathogenesis of CKD involves
accumulation of extracellular matrix (ECM) proteins in
the tubulointerstitium of the kidneys. [3] In the past
twenty years, several promising therapeutic strategies
have been tested to alleviate CKD [3–9], but the
therapeutic responses have been ineffective or only
partial [10]. Therefore, there is an urgent need to unravel
the pathophysiological mechanisms of CKD progression
in order to develop effective therapeutic strategies.
Non-coding RNAs play an important role in development
of diseases by regulating gene expression, which mainly
include micro RNAs (miRNAs), long noncoding
RNAs(lncRNAs) and circular RNAs(circRNAs) [11].
Circular RNAs (circRNAs) are a class of non-coding
RNAs that are characterized by a covalently closed loop
structures without terminal 5’ and 3’ends [12, 13]. The
expression patterns of specific circRNAs vary in different
tissues and cell types [14, 15]. In general, circRNAs
regulate gene expression by sponging their target
microRNAs (miRNAs) [16]. CircRNAs play a key role
in several cancers and diseases of the nervous system,
cardiovascular system, lungs, liver, and kidney [17–23].
For example, knockdown of CircPDZD8 inhibited
the progression of gastric cancer cells by sponging
miR-197-5p and down-regulating CHD9 [24].
Hsa_circ_0002286/hsa-mir-222-5p/TRIM2 axis played a
critical role in the metastasis and progression of clear cell
renal cell carcinoma [25].
A recent study suggested that circACTR2 mediated
high glucose-induced renal fibrosis [26]. However, the
role and regulatory mechanisms of circRNAs in CKD
remains largely unknown. Therefore, in this study, we
investigated the role of circRNA_30032 in renal fibrosis
using TGF-β1-induced BUMPT cells and unilateral
ureteral obstruction (UUO)-induced mice as in vitro and
in vivo models, respectively.

RESULTS
CircRNA_30032
expression
is
significantly
upregulated in UUO-induced murine kidneys and
TGF-β1-induced BUMPT cells
We performed circRNA microarray analysis to identify
significantly upregulated circRNAs in the UUO-induced
renal fibrosis model mice kidney tissues at days 3 and 7
after surgery compared to those from sham controls on
days 3 and 7. The expression levels of circRNAs in
kidney tissue samples from sham controls and UUO
model mice on days 3 and 7 were analyzed and shown in
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the heat map (Figure 1A). We identified 389 and 237
upregulated circRNAs on days 3 and 7, respectively, in
the UUO group compared to the sham controls (Figure
1B). Among these, 174 circRNAs were upregulated by 2fold or higher in the kidney tissues of UUO group mice at
both time points (Figure 1B). Furthermore, fifteen
circRNAs showed 3-fold or higher upregulation in the
kidney tissues of the UUO group mice on days 3 and 7
compared to those from the sham group (Figure 1C). The
most highly expressed circRNA in the kidney tissues was
circRNA_30032, which showed a 9.15- and 16.6-fold
higher expression in the UUO group on days 3 and 7,
respectively, compared to the sham group (Figure 1C).
RNA FISH (Fluorescence in site hybridization) analysis
demonstrated that circRNA_30032 was localized in the
cytoplasm of the BUMPT cells (Figure 1D). QRT-PCR
analysis demonstrated that circRNA_30032 was
upregulated in TGF-β1-treated BUMPT cells at 6, 12 and
24h, and in the kidney tissues of the UUO group mice on
days 3 and 7, respectively, compared with their
corresponding controls (Figure 1E, 1F). These data
suggested that circRNA_30032 upregulation potentially
regulates progression of renal fibrosis.
CircRNA_30032 overexpression is promoted by
activation of p38MAPK signaling pathway in TGFβ1-treated BUMPT cells
We investigated the signaling pathways that regulate
circRNA_30032 overexpression in TGF-β1-treated
BMUPT cells by analyzing Smad, MAPKs, and p53
activation status using specific inhibitors (data not
shown). The results showed that TGF-β1-induced
expression of circRNA_30032 in BUMPT cells was only
suppressed by SB203580, a pharmacological inhibitor of
p38MAPK (Figure 2A–2E). Furthermore, activation of
p38 MAPK increased the expression of circRNA_30032
(Figure 2F–2J). This suggested that activation of
p38MAPK signaling pathway regulated overexpression
of circRNA_30032 in TGF-β1-treated BUMPT cells.
CircRNA_30032 silencing attenuates TGF-β1induced expression of pro-fibrotic proteins including
collagen I, collagen III, and fibronectin
We analyzed the role of circRNA_30032 in renal fibrosis
by transfecting BUMPT cells with circRNA_30032
siRNA and studying its effects by TGF-β1 treatment. RTqPCR analysis demonstrated that circRNA_30032specific siRNA significantly reduced circRNA_30032
levels in control and TGF-β1-induced BUMPT cells
compared to the corresponding controls (Figure 3A).
Furthermore, immunoblot results demonstrated that
collagen I, collagen III, and fibronectin protein levels
were significantly reduced in the circRNA_30032
knockdown BUMPT cells treated with or without TGF-
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β1 compared to their corresponding controls (Figure 3B–
3E). These results suggested that knockdown of
circRNA_30032 suppressed the expression of fibrosisrelated proteins in the TGF-β1-treated BUMPT cells.

30032-overxpressing BUMPT cells treated with or
without TGF-β1 (Figure 4B–4E). These results further
demonstrated that circRNA_30032 overexpression
promoted fibrosis in the TGF-β1-treated BUMPT cells.

CircRNA_30032 overexpression enhances TGF-β1induced expression of pro-fibrotic proteins including
collagen I, collagen III, and fibronectin

CircRNA_30032 directly binds to miR-96-5p in
BUMPT and kidney tubular cells

RT-qPCR analysis demonstrated that circRNA_30032
overexpression enhanced circRNA_30032 expression in
control and TGF-β1-treated BUMPT cells (Figure 4A).
Furthermore, the levels of collagen I, collagen III, and
fibronectin were significantly increased in circRNA_

We then performed RegRNA 2.0 software analysis and
identified miR-96-5p as a potential downstream
target miRNA of circRNA_30032 (Figure 5A). Dual
luciferase reporter assay results demonstrated that
relative luciferase activity was significantly higher in
BUMPT cells co-transfected with miR-96-5p mimic and

Figure 1. CircRNA_30032 expression is upregulated in kidney tissues of UUO-induced C57BL/6 mice and TGF-β1 treated
BUMPT cells. (A) The heat map shows the expression of circRNAs in the kidney tissues of sham and UUO group mice on days 3 and 7. (B)
The co-upregulation amount of circRNAs at (more than 2 fold changes) days 3 and 7 in UUO group vs. Sham group. (C) The sequence name
and fold change values of significantly upregulated circRNAs (> 3 fold) in the kidney tissues of UUO group mice on days 3 and 7. (D) RNA-FISH
images show intracellular localization of circRNA_30032 in BUMPT cells treated with saline or 5 ng/ml TGF-β1 for 24 h. (E, F) RT-qPCR analysis
shows expression levels of circRNA_30032 in BUMPT cells treated with saline or 5ng/ml TGF-β1 for 6, 12 and 24 h and kidney tissues of sham
and UUO group mice on days 3 and 7. Note: The data are expressed as means ± SD (n = 6); # denotes p < 0.05 for TGF-β1 groups at 12 and 24
h vs. saline group and UUO groups at days 3 and 7 vs. sham group.
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Figure 2. TGF-β1 induces CircRNA_30032 in a p38MAPK-dependent manner in BUMPT cells. (A, F) RT-qPCR analysis shows
relative levels of circRNA_30032 expression in BUMPT cells treated with 5ng/mL TGF-β1 with or without p38MAPK inhibitor or agonist. (B, G)
Western blot images and (C–E and H–J) quantitative analysis of p-p38MAPK, p38MAPK and GAPDH (loading control) protein levels in BUMPT
cells treated with 5ng/mL TGF-β1 with or without p38MAPK inhibitor/ agonist. Note: The data are expressed as means ± SD (n = 6). # denotes
p < 0.05 while comparing TGF-β1 and TGF-β1/p38MAPK inhibitor or agonist treatment groups vs. scramble group; * denotes p < 0.05 when
comparing p38MAPK inhibitor or agonist /TGF-β1 group vs. TGF-β1 group.
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luciferase reporter vector containing wild-type
circRNA_30032 (circRNA_30032-WT) and significantly
suppressed in BUMPT cells transfected with miR-96-5p
mimic and luciferase reporter vector containing mutant
circRNA_30032 (circRNA_30032-MT) (Figure 5B).
Co-localization experiments showed that circRNA_
30032 interacted with miR-96-5p in the cytoplasm of
BUMPT cells treated with or without TGF-β1 as well as
in the renal tubular cells of the kidneys from the sham
and UUO group mice (Figure 5C, 5D). Furthermore,
circRNA_30032 silencing increased the levels of
miR-96-5p in the TGF-β1-induced BUMPT cells,
whereas, circRNA_30032 overexpression significantly

suppressed the expression of miR-96-5p in the TGF-β1induced BUMPT cells (Figure 5E, 5F). These data
confirmed that miR-96-5p was a direct target of
circRNA_30032.
MiR-96-5p mimics suppress TGF-β1-induced
expression of collagen I, collagen III, and fibronectin
in BUMPT cells
A recent study reported that miR-96-5p played an
anti-fibrosis role in diabetic kidney disease (DKD)
[27]. In our study, RT-qPCR analysis showed that miR96-5p levels were significantly increased in miR-96-5p

Figure 3. CircRNA_30032 silencing attenuates TGF-β1-induced expression of collagen I, collagen III and fibronectin in BUMPT
cells. (A) RT-qPCR analysis shows the circRNA_30032 expression levels in BUMPT cells transfected with 50 nM circRNA_30032 siRNA or
scrambled siRNA, and then treated with or without 5ng/mL TGF-β1 for 24 h. (B) Representative western blot images and (C–E) densitometric
estimation of (B, C) collagen I, (B, D) collagen III, and (B, E) fibronectin protein levels in control and circRNA_30032-silenced BUMPT cells
treated with or without 5ng/mL TGF-β1 for 24 h. Note: The data are expressed as means ± SD (n = 6). # denotes p<0.05 while comparing
scrambled siRNA plus TGF-β1 or circRNA_30032 siRNA plus saline groups vs. scrambled siRNA plus saline group; * denotes p<0.05 while
comparing circRNA_30032 siRNA plus TGF-β1group vs. scrambled siRNA plus TGF-β1 group.
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mimic-transfected BUMPT cells that were treated with or
without TGF-β1 (Figure 6A). Furthermore, miR-96-5p
mimic suppressed the levels of collagen I, collagen III,
and fibronectin in BUMPT cells treated with or without
TGF-β1 (Figure 6B–6E). These results confirmed that
miR-96-5p inhibited expression of fibrosis-related
proteins in TGF-β1 treated BUMPT cells.
HBEGF and KRAS transcripts are direct downstream
targets of miR-96-5p
A study by Wang et al., demonstrated the anti-fibrosis
role of miR-96-5p [27], but the regulatory mechanisms
underlying these effects are not clear. Therefore, we
analyzed the TargetScan database and identified HBEGF

and KRAS as potential downstream target genes of miR96-5p (Figure 7A). Dual luciferase reporter assay showed
that the relative luciferase activity was significantly
higher in BMPT cells co-transfected with miR-96-5p
mimic and luciferase reporter vector containing wild-type
HBEGF (HBEGF-WT) or KRAS (KRAS-WT) 3’UTRs,
but was significantly reduced in BUMPT cells cotransfected with miR-96-5p mimic and luciferase reporter
vectors with mutant HBEGF (HBEGF-MUT) or KRAS
(KRAS-MUT) 3’UTRs (Figure 7B, 7C). Finally, miR96-5p mimic transfection significantly reduced both
mRNA and proteins levels of HBEGF and KRAS in
BUMPT cells treated with or without TGF-β1 (Figure
7D–7H). These data demonstrated that HBEGF and
KRAS were direct targets of miR-96-5p.

Figure 4. Overexpression of circRNA_30032 enhances TGF-β1-induced expression of collagen I, collagen III, and fibronectin in
BUMPT cells. (A) RT-qPCR analysis shows circRNA_30032 levels in control and circRNA_30032-overexpressing BUMPT cells treated with or
without TGF-β1for 24 h. (B) Representative western blot images and (C–E) densitometric measurements show the levels of (B, C) collagen I,
(B, D) collagen III, and (B, E) fibronectin proteins in control and circRNA_30032-overxpressing BUMPT cells treated with or without TGF-β1for
24 h. Note: The data are expressed as means ± SD (n = 6). # denotes p < 0.05 when comparing control vector plus TGF-β1 group or
circRNA_30032 overexpression vector plus saline group vs. control vector plus saline group; * denotes p < 0.05 when comparing
circRNA_30032 overexpression vector plus TGF-β1 group vs. control vector plus TGF-β1 group.
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Figure 5. CircRNA_30032 directly binds to miR-96-5p in BUMPT cells and murine kidney tissues. (A) RegRNA 2.0 software analysis
shows putative miR-96-5p binding site in the circRNA_30032 sequence. (B) Dual luciferase reporter assay results show relative luciferase
activities in BUMPT cells co-transfected with circRNA_30032-WT (wild-type) or circRNA_30032-MT (mutant) plus miR-96-5p or scrambled
miRNA. (C, D) RNA FISH images show co-localization of circRNA_30032 and miR-96-5p in kidney tissue sections from UUO-induced C57BL/6
mice and TGF-β1-treated BUMPT cells. (E, F) RT-qPCR analysis shows miR-96-5p expression levels in control, circRNA_30032-silenced, and
circRNA_30032-overexpressing BUMPT cells treated with or without TGF-β1 for 24 h. Note: # denotes p<0.05 when comparing scrambled
miRNA plus TGF-β1 or circRNA_30032 plus saline groups vs. scrambled miRNA plus saline group; * denotes p<0.05 when comparing
circRNA_30032 WT plus miR-96-5p mimic vs. other groups, circRNA_30032 siRNA plus TGF-β1 group vs. scrambled miRNA plus TGF-β1 group.
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MiR-96-5p mediates pro-fibrotic effects of
circRNA_30032

Inhibition of circRNA_30032 attenuates UUOinduced the renal fibrosis

We further investigated if miR-96-5p mediated the profibrotic effects of circRNA_30032 in TGF-β1-treated
BUMPT cells. RT-qPCR analysis confirmed that
circRNA_30032 levels were significantly reduced in
circRNA_30032 silenced BUMPT cells with or without
TGF-β1 treatment, whereas, miR-96-5p levels were
significantly reduced in miR-96-5p inhibitor-transfected
BUMPT cells with or without TGF-β1 treatment
(Figure 8A, 8B). Western blotting results demonstrated
that circRNA_30032 silencing attenuated the expression
of collagen I, collagen III, fibronectin, HBEGF and
KRAS in TGF-β1-treated BUMPT cells, but these
effects were reversed in the miR-96-5p inhibitortransfected BUMPT cells treated with TGF-β1 (Figure
8C–8H). These data confirmed that circRNA_30032
promoted renal fibrosis by sponging miR-96-5p.

Next, we analyzed if knockdown of circRNA_30032
attenuated renal fibrosis in UUO-induced renal fibrosis
model mice. H&E staining analysis showed that
knockdown of circRNA_30032 decreased UUOinduced tubular dilation and atrophy (Figure 9A).
Masson’s trichrome staining demonstrated that
knockdown of circRNA_30032 decreased UUOinduced interstitial expansion and collagen deposition in
the kidneys (Figure 9B, 9F). Immunohistochemical
staining analysis demonstrated that knockdown of
circRNA_30032 reduced the expression and deposition
of collagen I, collagen III, and fibronectin in the
kidneys of UUO-induced renal fibrosis model mice
compared to the corresponding controls (Figure 9C–9E,
9G). These data suggested that circRNA_30032
mediated progression of UUO-induced renal fibrosis.

Figure 6. MiR-96-5p inhibits TGF-β1-induced expression of collagen I, collagen III, and fibronectin. (A) RT-qPCR analysis shows
miR-96-5p expression levels in BUMPT cells transfected with 100 nM miR-96-5p mimics or scrambled miRNA, and then treated with or
without TGF-β1 for 24h. (B) Representative western blot images and (C–E) densitometric measurements show (B, C) collagen I, (B, D) collagen
III, and (B, E) fibronectin protein levels in BUMPT cells transfected with 100 nM miR-96-5p mimics or scrambled miRNA, and then treated
with or without TGF-β1 for 24h. Note: The data are expressed as means ±SD (n = 6). # denotes p < 0.05 when comparing scrambled miRNA
plus TGF-β1 group or miR-96-5p mimics plus saline group vs. scrambled miRNA plus saline group; * denotes p<0.05 when comparing miR-965p mimics plus TGF-β1group vs. scrambled miRNA plus TGF-β1 group.
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Figure 7. MiRNA-96-5p directly binds to the 3’UTR of HBEGF and KRAS mRNAs in BUMPT cells. (A) TargetScan database analysis
shows putative miR-96-5p binding sites in the 3’UTR of HBEGF and KRAS mRNAs. (B, C) Dual luciferase reporter assay results show relative
luciferase activities in BUMPT cells co-transfected with luciferase reporter vectors carrying wild-type (WT) or mutant (MUT) 3’ UTR’s of (B)
HBEGF and (C) KRAS (C) plus miR-96-5p or miR-NC. (D, E) RT-qPCR analysis shows (D) HBEGF and (E) KRAS mRNA levels in BUMPT cells
transfected with 100 nM miR-96-5p mimics or miR-NC, and then treated with TGF-β1 for 24h. (F) Representative western blot images and
(G, H) densitometric measurements show the levels of (G) HBEGF and (H) KRAS proteins in BUMPT cells transfected with 100 nM miR-96-5p
mimics or miR-NC, and then treated with TGF-β1 for 24h. Note: The data are expressed as means ± SD (n = 6). # denotes p < 0.05 when
comparing miR-NC plus TGF-β1or miR-96-5p mimic with saline groups vs. miR-NC plus saline group; * denotes p < 0.05 when comparing miR96-5p mimics plus TGF-β1group vs. miR-NC plus TGF-β1 group and KRAS-WT or HBEGF-WT plus miR-96-5p mimic vs. other groups.
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Figure 8. CircRNA_30032 promotes expression of pro-fibrosis factors in TGF-β1 treated BUMPT cells by suppressing miR-965p. (A, B) RT-qPCR analysis shows (A) circRNA_30032 and (B) RT-qPCR analysis of miR-96-5p expression. (C) Representative western blot
images and (D, H) densitometric measurements show levels of (C, D) collagen I, (C, E) collagen III, (C, F) fibronectin, (C, G) HBEGF, and (C, H)
KRAS proteins in BUMPT cells co-transfected with 100 nM circRNA_30032 siRNA plus anti-miR-96-5p or anti-miRNA, and then treated with
TGF-β1 for 24h. Note: The data are expressed as means ± SD (n = 6). # denotes p < 0.05 when comparing anti-miRNA plus TGF-β1 group vs.
anti-miRNA plus saline group; * denotes p < 0.05 when comparing circRNA_30032 siRNA plus TGF-β1 group vs. anti-miRNA plus TGF-β1
group; ^ denotes p < 0.05 when comparing circRNA_30032 siRNA plus anti-miR-96-5p plus TGF-β1 group vs. circRNA_30032 siRNA plus TGFβ1 group.
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Figure 9. CircRNA_30032 silencing attenuates UUO-induced renal fibrosis in male C57BL/6 mice. (A) H&E and (B) Masson
staining images of kidney tissue sections. (C–E) Representative immunohistochemical (IHC) staining images show expression patterns of (C)
collagen I, (D) collagen III, and (E) fibronectin in the kidney tissue sections of control and circRNA-30032 silenced UUO and sham group mice.
(F) Quantification of fibrotic area (%) in the kidney cortex of control and circRNA-30032 silenced UUO and sham group mice based on Masson
staining. (G) Quantitative analysis of IHC data shows collagen I, collagen III, and fibronectin levels in the kidney tissue sections of control and
circRNA-30032 silenced UUO and sham group mice. Note: magnification, ×200; scale bar = 50μm. The data are expressed as means ± SD
(n=6). # denotes p < 0.05 when comparing circRNA_30032 siRNA plus sham group or scrambled siRNA plus UUO group vs. scrambled siRNA
plus sham group; * denotes p<0.05 when comparing circRNA_30032 siRNA plus UUO group vs. scrambled siRNA plus UUO group.
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CircRNA_30032 silencing inhibits UUO-induced
accumulation of ECM proteins in the kidney via
miR-96-5p/ HBEGF/KRAS axis
We then investigated the molecular mechanisms
underlying the pro-fibrotic effects of circRNA_30032 in

the UUO-induced renal fibrosis model mice. RT-qPCR
analysis showed that interveinal injection of
circRNA_30032 siRNA significantly reduced the levels
of circRNA_30032 and increased the levels of miR-965p in the kidney tissues of UUO group mice compared
to the sham controls (Figure 10A, 10B). Moreover,

Figure 10. CircRNA_30032 siRNA ameliorates UUO-induced expression of collagen I, collagen III and fibronectin by targeting
miR-96-5p/HBEGF/KRAS axis. (A, B) RT-qPCR analysis shows (A) circRNA_30032 and (B) miR-96-5p levels in the kidney tissues harvested
from UUO and sham group mice injected with scrambled siRNA or circRNA_30032 siRNA. (C) Representative western blot images and (D–H)
densitometric measurements show the levels of (C, D) collagen I, (C, E) collagen III, (C, F) fibronectin, (C, G) HBEGF, and (C, H) KRAS proteins in
the kidney tissues harvested from UUO and sham group mice injected with scrambled siRNA or circRNA_30032 siRNA. GAPDH was used as a
loading control. Note: The data are expressed as means ± SD (n =6). # denotes p < 0.05 when comparing circRNA_30032 siRNA plus sham
group or scrambled siRNA plus UUO group vs. scrambled siRNA plus sham group; * denotes p<0.05 when comparing circRNA_30032 siRNA
plus UUO group vs. scrambled siRNA plus UUO group.
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immunoblot analysis demonstrated that circRNA_30032
silencing reduced the levels of collagen I, collagen III,
fibronectin, HBEGF, and KRAS proteins in the kidney
tissues of UUO group mice (Figure 10C–10H). These
data demonstrated that circRNA_30032 promoted UUOinduced renal fibrosis via miR-96-5p/ HBEGF/KRAS
axis.

CircRNAs have been recognized as vital regulators in
multiple diseases. In the current study, we demonstrated
that circRNA_30032 mediated TGF-β1-induced renal
fibrosis in BUMPT cells and in kidney tissues of UUOinduced mice by sponging miR-96-5p and inducing the
expression of HBEGF and KRAS (Figure 11).
Moreover, knockdown of circRNA_30032 attenuated
UUO-induced renal fibrosis by regulating the miR-965p/ HBEGF/KRAS axis.

nephropathy by regulating miR-24-3p/FGF11 axis [28].
Hu et al., found that circRNA_15698 aggravates high
glucose-induced ECM accumulation in mesangial cells
via miR-185/TGF-β1 axis [29]. However, the roles of
other circRNAs in renal fibrosis have not been
investigated. We identified 174 upregulated circRNAs in
the kidney tissues of the UUO group mice on days 3 and
7. Among these, circRNA_30032 showed the highest
expression (Figure 1A–1C and Supplementary Table 1).
CircRNA_30032 was mainly expressed in the cytoplasm
of the BUMPT cells (Figure 1D) and regulated by the
p38MAPK signaling pathway (Figure 2). CircRNA_
30032 silencing attenuated TGF-β1-induced fibrosis in
BUMPT cells, but these effects were reversed by
overexpressing circRNA_30032 (Figures 3, 4). Moreover,
silencing of circRNA_30032 attenuated UUO-induced
renal fibrosis in mice (Figure 9). Overall, our data
demonstrated that circRNA_30032 promoted renal
fibrosis via miR-96-5p/ HBEGF/KRAS axis (Figure 11).

Recently, evidence suggesting circRNAs have an impact
on renal diseases increased. Liu et al., demonstrated
that circ_0080425 suppressed renal fibrosis in diabetic

CircRNAs are competitive endogenous RNAs
(ceRNAs) that regulate gene expression by sponging
their target miRNAs [30–32]. For example, circular

DISCUSSION

Figure 11. Molecular mechanism underlying the role of circRNA_30032 in TGF-β1-induced renal fibrosis. TGF-β1 induces
expression of circRNA_30032 via p38 MAPK signaling pathway. CircRNA_30032 promotes renal fibrosis by sponging miR-96-5p and
subsequently increasing the expression of HBEGF and KRAS.
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RNA YAP1 protects against ischemic injury by
regulating the miRNA-21-5p/PI3K/AKT/mTOR axis
[33]. CircLRP6 was found to act as a sponge for miR205 to regulate proliferation, oxidative stress, ECM
accumulation, and inflammation in mesangial cells [34].
In present study, we demonstrated that miR-96-5p
was a direct target of circRNA_30032 (Figure 5B).
Moreover, co-localization experiments demonstrated
that circRNA_30032 interacted with miR-96-5p in the
cytoplasm of BUMPT cells and the murine kidney
tubular cells (Figure 5C, 5D). Our results demonstrated
that circRNA_30032 acted as a ceRNA by sponging
miR-96-5p (Figure 5E, 5F).
Our study demonstrated that miR-96-5p regulated the
expression levels of pro-fibrotic proteins, namely,
collagen I, collagen III, and fibronectin in the TGF-β1induced BUMPT cells (Figure 6). This further supported
previous findings by Yang et al., who reported that
progression of renal fibrosis was regulated by miR-965p in DKD [35]. Furthermore, we demonstrated that
HBEGF and KRAS mRNAs were direct targets of miR96-5p using the dual luciferase reporter assay (Figure
7A–7C). These findings were supported by RT-qPCR
and immunoblot experiments, which showed that miR96-5p significantly suppressed the expression of
HBEGF and KRAS in BUMPT cells with or without
TGF-β1 treatment (Figure 7D–7H). Previous studies
have demonstrated that both HBEGF and KRAS
promote renal fibrosis [36–38]. We also showed that
knock-down of circRNA_30032 decreased TGF-β1induced fibrosis in the BUMPT cells by downregulating
HBEGF and KRAS, but these effects were reversed by
the miR-96-5p inhibitor (Figure 8). Moreover,
circRNA_30032 silencing suppressed UUO-induced
renal fibrosis via the miR-96-5p/HBEGF /KRAS axis
(Figures 9, 10).
In conclusion, our study demonstrates that
circRNA_30032 promotes TGF-β1-induced and UUOinduced renal fibrosis via miR-96-5p/HBEGF /KRAS
axis and p38MAPK signaling pathway (Figure 11).
These data suggest that circRNA_30032 is a potential
therapeutic target for renal fibrosis disease.

MATERIALS AND METHODS
Antibodies and reagents
Primary antibodies against p38 MAPK (Cat. No.
ab31828), collagen I (Cat. No. ab34710), collagen III
(Cat. No. ab7778), fibronectin (Cat. No.ab2413),
HBEGF (Cat. No. ab92620), and KRAS (Cat. no.
ab180772) were purchased from Abcam (Cambridge,
MA, USA). Anti- GAPDH antibody (Cat. No. 10494-1AP) and TGF-β were obtained from Proteintech North
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America (Rosemont, IL, USA). Anti-phosphop38MAPK antibody (Cat. No. 4511) was purchased
from Cell Signaling Technology (Danvers, MA, USA).
The luciferase assay kit was purchased from BioVision
(Milpitas, CA, USA). All plasmids used in this study
were generated by Vigene Biosciences (Jinan,
Shangdong, China). The p38 MAPK inhibitor,
SB203580 (Cat. No. HY-10256) and p38MAPK agonist
(Cat. #HY-N0674A/CS-6061) were purchased from
MedChemExpress USA (Deer Park, NJ, USA).
Cell culturing, transfections, and treatments
BUMPT cells were grown in Dulbecco’s Modified
Eagle’s Medium (DMEM; Thermo Fisher Scientific)
containing 10% fetal bovine serum (FBS), penicillin
(100U/ml) and streptomycin (100μg/ml) in a
humidified incubator maintained at 37° C and 5%
CO2. We transfected BUMPT cells with 100 nM antimiR-96-5p, 100 nM miR-96-5p mimic, 100 nM
circ30032 siRNA, or 100 nM negative control siRNA
(Ruibo, Guangzhou, China) using Lipofectamine 2000
(Life Technologies, Carlsbad, CA, USA) and cultured
them for 24 h. Then, the cells were incubated
overnight in serum-free medium and subsequently
cultured in medium with or without 5 ng/ml TGF-β1
for another 24 hours.
Dual luciferase reporter assays
The dual luciferase reporter assay was carried out as
previously described [39–42]. Briefly, the wild-type and
mutant circRNA_30032, and wild-type and mutant
3’UTR’s of HBEGF and KRAS were cloned into the
pmir GLO dual-luciferase target expression vector, and
co-transfected with miR-96-5p mimics into the BUMPT
cells. Renilla luciferase (RLuc) was used as an internal
control. The luciferase reporter activities were measured
after 48 h using SpectraMaxM5 (Molecular Devices,
Sunnyvale, CA, USA), and normalized relative to the
RLuc signal [43].
UUO-induced renal fibrosis model mice
The UUO-induced renal fibrosis murine model was
established by ligating the left ureter of male 10-12
week old C57BL/6 mice as previously described
[8, 9, 44]. The mice were then intravenously injected
twice a week with 15 mg/kg circRNA_30032 siRNA
or saline. The animal experiments were performed
according to the protocols approved by the Institutional
Committee for the Care and Use of Laboratory
Animals of Second Xiangya Hospital (China). All
animals were given free access to food and water
at all times, and housed under a 12-hour light/dark
cycle.
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Histological and immunohistochemical staining

Fluorescence in situ hybridization (FISH)

H&E staining was used to identify histological changes
in the kidney tissue specimens. The degree of fibrosis
was assessed by Masson’s trichrome staining.
Immunohistochemical analysis was performed by
staining kidney tissue sections with primary antibodies
against collagen I (1:100 dilution), collagen III (1:100
dilution), and fibronectin (1:100 dilution) as previously
described [45]. The stained sections were evaluated and
photographed using a Olympus microscope equipped
with UVepi-illumination.

The fluorescent labeled probes for detecting circRNA_
30032 and miR-96-5p were synthesized by Ruibo
company (Guangzhou, China). Briefly, the BUMPT cells
and murine kidney sections were hybridized overnight
with fluorescent labeled probes to detect circRNA_30032
(CY3) and miR-96-5p. DAPI was used to stain the nuclei
[46]. The slides were photographed using a laser
scanning confocal microscope.

Real-Time qPCR

The differences between groups were compared using
two-tailed Student’s t tests. The differences between
multiple groups were compared by one-way ANOVA.
All quantitative data were expressed as means ± SD and
p< 0.05 was considered statistically significant. All
statistical analyses were performed with the SPSS
package (SPSS) and GraphPad Prism software
(GraphPad Prism Software).

Total RNA from the BUMPT cells and kidney tissues of
C57BL/6J mice were extracted using Trizol (Invitrogen,
Carlsbad, CA, USA) according to the manufacturer’s
instructions. Total RNA (40 ng) was then reverse
transcribed with the M-MLV Reverse Transcriptase
(Invitrogen). The expression levels of miRNA-96-5p,
circRNA_30032, GAPDH, and U6 transcripts were
determined by performing qPCR assay in an Opticon
Real-time Cycler (MJ Research, Waltham, MA, USA)
using the Bio-Rad IQ SYBR Green Supermix (Hercules,
CA) according to the manufacturer’s protocol. The
sequences of miR-96-5p and circRNA_30032 were
retrieved from the Gen Bank database with gene IDs
723886 and 15975 (NM_010508), respectively, and are
listed in the Supplementary Data file. The primers used
for q-PCR analysis were as follows: circRNA_30032:
5’- CTCTTCAGGGCACAGTGGCT-3’ (forward) and
5’- TGCTGTTCCCTTCCTCTGCT-3’ (reverse); miR96-5p:5’- GCGTTTGGCACTAGCACATT-3’ (forward)
and 5’- AGTGCAGGGT CCGAGGTATT-3’ (reverse);
GAPDH: 5’-GGTCTCCTCTGACTTCACA-3’ (forward)
and 5’-GTGAGGGTCTCTCTCTTCCT-3’ (reverse); U6
primers were designed as described previously [39, 46].
The relative levels of miR-96-5p and circRNA_30032
were determined using the 2-ΔΔCt method using U6 RNA
and GAPDH mRNA as controls, respectively.
Western blotting
Equal amounts of total protein lysates were resolved by
SDS-PAGE and electrophoretically transferred onto a
nitrocellulose membrane (Amersham, Buckinghamshire,
UK) as previously described [47–49]. The membranes
were blocked using 5% skimmed milk followed by
overnight incubation at 4° C with primary antibodies
against p-p38MAPK, p38MAPK, collagen I, collagen III,
fibronectin, HBEGF and KRAS. Then, the blots were
incubated with the corresponding HRP-conjugated
secondary antibodies and detected as previously
described [50]. The relative amounts of various proteins
were estimated using GAPDH as the loading control.
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Statistical analysis

AUTHOR CONTRIBUTIONS
DZ and YY designed this study; LY and KA conducted
the experiments; HL, SQ, YL, YW, XL, PZ, JC, and
DW collected the samples; XC and XX performed
statistical analysis and purchased the reagents; DZ
wrote the manuscript. All authors approved the final
manuscript.

CONFLICTS OF INTEREST
The authors declare that there are no conflicts of interest.

FUNDING
This study was supported by grants from National
Natural Science Foundation of China (Grant nos.
81870475, 81570646, and 81770951), Hunan Province
Natural Science Foundation (Grant No.2018JJ2568),
Excellent Youth Foundation of Hu’nan Scientific
Committee (Grant No.2017JJ1035), Hunan Provincial
Science and Technology Talent Lifting Project (Grant
No.2020TJ-Q15), and Changsha Science and Technology
Bureau project (Grant Nos. kq1901115 and kq2001039].

REFERENCES
1.

Coresh J, Selvin E, Stevens LA, Manzi J, Kusek JW,
Eggers P, Van Lente F, Levey AS. Prevalence of chronic
kidney disease in the United States. JAMA. 2007;
298:2038–47.
https://doi.org/10.1001/jama.298.17.2038
PMID:17986697

AGING

2.

3.

Pani A, Bragg-Gresham J, Masala M, Piras D, Atzeni A,
Pilia MG, Ferreli L, Balaci L, Curreli N, Delitala A, Loi F,
Abecasis GR, Schlessinger D, Cucca F. Prevalence of
CKD and its relationship to eGFR-related genetic loci
and clinical risk factors in the SardiNIA study cohort. J
Am Soc Nephrol. 2014; 25:1533–44.
https://doi.org/10.1681/ASN.2013060591
PMID:24511125
Jaber BL, Madias NE. Progression of chronic kidney
disease: can it be prevented or arrested? Am J Med.
2005; 118:1323–30.
https://doi.org/10.1016/j.amjmed.2005.02.032
PMID:16378772

4.

Wühl E, Schaefer F. Therapeutic strategies to slow
chronic kidney disease progression. Pediatr Nephrol.
2008; 23:705–16.
https://doi.org/10.1007/s00467-008-0789-y
PMID:18335252

5.

Andrikopoulos P, Kieswich J, Pacheco S, Nadarajah L,
Harwood SM, O’Riordan CE, Thiemermann C, Yaqoob
MM. The MEK inhibitor trametinib ameliorates kidney
fibrosis by suppressing ERK1/2 and mTORC1 signaling. J
Am Soc Nephrol. 2019; 30:33–49.
https://doi.org/10.1681/ASN.2018020209
PMID:30530834

6.

Sasaki K, Doi S, Nakashima A, Irifuku T, Yamada K,
Kokoroishi K, Ueno T, Doi T, Hida E, Arihiro K, Kohno N,
Masaki T. Inhibition of SET domain-containing lysine
methyltransferase 7/9 ameliorates renal fibrosis. J Am
Soc Nephrol. 2016; 27:203–15.
https://doi.org/10.1681/ASN.2014090850
PMID:26045091

7.

8.

9.

Sun L, Zhang D, Liu F, Xiang X, Ling G, Xiao L, Liu Y, Zhu
X, Zhan M, Yang Y, Kondeti VK, Kanwar YS. Low-dose
paclitaxel ameliorates fibrosis in the remnant kidney
model by down-regulating miR-192. J Pathol. 2011;
225:364–77.
https://doi.org/10.1002/path.2961 PMID:21984124
Zhang D, Sun L, Xian W, Liu F, Ling G, Xiao L, Liu Y, Peng
Y, Haruna Y, Kanwar YS. Low-dose paclitaxel
ameliorates renal fibrosis in rat UUO model by
inhibition of TGF-beta/Smad activity. Lab Invest. 2010;
90:436–47.
https://doi.org/10.1038/labinvest.2009.149
PMID:20142807
Zhang L, Xu X, Yang R, Chen J, Wang S, Yang J, Xiang X,
He Z, Zhao Y, Dong Z, Zhang D. Paclitaxel attenuates
renal interstitial fibroblast activation and interstitial
fibrosis by inhibiting STAT3 signaling. Drug Des Devel
Ther. 2015; 9:2139–48.
https://doi.org/10.2147/DDDT.S81390
PMID:25931810

www.aging-us.com

12795

10. Nogueira A, Pires MJ, Oliveira PA. Pathophysiological
mechanisms of renal fibrosis: A review of animal
models and therapeutic strategies. In Vivo. 2017;
31:1–22.
https://doi.org/10.21873/invivo.11019
PMID:28064215
11. Liu Z, Wang Y, Shu S, Cai J, Tang C, Dong Z. Non-coding
RNAs in kidney injury and repair. Am J Physiol Cell
Physiol. 2019; 317:C177–88.
https://doi.org/10.1152/ajpcell.00048.2019
PMID:30969781
12. Cheng Z, Yu C, Cui S, Wang H, Jin H, Wang C, Li B, Qin
M, Yang C, He J, Zuo Q, Wang S, Liu J, et al. circTP63
functions as a ceRNA to promote lung squamous cell
carcinoma progression by upregulating FOXM1. Nat
Commun. 2019; 10:3200.
https://doi.org/10.1038/s41467-019-11162-4
PMID:31324812
13. Garikipati VN, Verma SK, Cheng Z, Liang D, Truongcao
MM, Cimini M, Yue Y, Huang G, Wang C, Benedict C,
Tang Y, Mallaredy V, Ibetti J, et al. Circular RNA
CircFndc3b modulates cardiac repair after myocardial
infarction via FUS/VEGF-A axis. Nat Commun. 2019;
10:4317.
https://doi.org/10.1038/s41467-019-11777-7
PMID:31541092
14. Liang D, Wilusz JE. Short intronic repeat sequences
facilitate circular RNA production. Genes Dev. 2014;
28:2233–47.
https://doi.org/10.1101/gad.251926.114
PMID:25281217
15. Starke S, Jost I, Rossbach O, Schneider T, Schreiner
S, Hung LH, Bindereif A. Exon circularization
requires canonical splice signals. Cell Rep. 2015;
10:103–11.
https://doi.org/10.1016/j.celrep.2014.12.002
PMID:25543144
16. Zheng Q, Bao C, Guo W, Li S, Chen J, Chen B, Luo Y, Lyu
D, Li Y, Shi G, Liang L, Gu J, He X, Huang S. Circular RNA
profiling reveals an abundant circHIPK3 that regulates
cell growth by sponging multiple miRNAs. Nat
Commun. 2016; 7:11215.
https://doi.org/10.1038/ncomms11215
PMID:27050392
17. Hansen TB, Kjems J, Damgaard CK. Circular RNA and
miR-7 in cancer. Cancer Res. 2013; 73:5609–12.
https://doi.org/10.1158/0008-5472.CAN-13-1568
PMID:24014594
18. Li F, Zhang L, Li W, Deng J, Zheng J, An M, Lu J, Zhou Y.
Circular RNA ITCH has inhibitory effect on ESCC by
suppressing the Wnt/β-catenin pathway. Oncotarget.
2015; 6:6001–13.

AGING

https://doi.org/10.18632/oncotarget.3469
PMID:25749389

https://doi.org/10.1016/j.biopha.2019.109411
PMID:31810140

19. Lu D, Thum T. RNA-based diagnostic and therapeutic
strategies for cardiovascular disease. Nat Rev Cardiol.
2019; 16:661–74.
https://doi.org/10.1038/s41569-019-0218-x
PMID:31186539

28. Liu H, Wang X, Wang ZY, Li L. Circ_0080425 inhibits cell
proliferation and fibrosis in diabetic nephropathy via
sponging miR-24-3p and targeting fibroblast growth
factor 11. J Cell Physiol. 2020; 235:4520–29.
https://doi.org/10.1002/jcp.29329 PMID:31680239

20. Cheng Y, Luo W, Li Z, Cao M, Zhu Z, Han C, Dai X, Zhang
W, Wang J, Yao H, Chao J. CircRNA-012091/PPP1R13Bmediated lung fibrotic response in silicosis via
endoplasmic reticulum stress and autophagy. Am J
Respir Cell Mol Biol. 2019; 61:380–91.
https://doi.org/10.1165/rcmb.2019-0017OC
PMID:30908929

29. Hu W, Han Q, Zhao L, Wang L. Circular RNA
circRNA_15698 aggravates the extracellular matrix of
diabetic nephropathy mesangial cells via miR-185/TGFβ1. J Cell Physiol. 2019; 234:1469–76.
https://doi.org/10.1002/jcp.26959 PMID:30054916

21. Song M, Xia L, Sun M, Yang C, Wang F. Circular RNA in
liver: health and diseases. Adv Exp Med Biol. 2018;
1087:245–57.
https://doi.org/10.1007/978-981-13-1426-1_20
PMID:30259372

30. Gu X, Li M, Jin Y, Liu D, Wei F. Identification and
integrated analysis of differentially expressed lncRNAs
and circRNAs reveal the potential ceRNA networks
during PDLSC osteogenic differentiation. BMC Genet.
2017; 18:100.
https://doi.org/10.1186/s12863-017-0569-4
PMID:29197342

22. Luan J, Jiao C, Kong W, Fu J, Qu W, Chen Y, Zhu X, Zeng
Y, Guo G, Qi H, Yao L, Pi J, Wang L, Zhou H. circHLA-C
plays an important role in lupus nephritis by sponging
miR-150. Mol Ther Nucleic Acids. 2018; 10:245–53.
https://doi.org/10.1016/j.omtn.2017.12.006
PMID:29499937

31. Fang M, Liu S, Zhou Y, Deng Y, Yin Q, Hu L, Ouyang X,
Hou Y, Chen C. Circular RNA involved in the protective
effect of losartan on ischemia and reperfusion induced
acute kidney injury in rat model. Am J Transl Res. 2019;
11:1129–44.
PMID:30899412

23. Jin J, Sun H, Shi C, Yang H, Wu Y, Li W, Dong YH, Cai L,
Meng XM. Circular RNA in renal diseases. J Cell Mol
Med. 2020; 24:6523–33.
https://doi.org/10.1111/jcmm.15295 PMID:32333642

32. Chen YZ, Sun DQ, Zheng Y, Zheng GK, Chen RQ, Lin M,
Huang LF, Huang C, Song D, Wu BQ. WISP1 silencing
confers protection against epithelial-mesenchymal
transition of renal tubular epithelial cells in rats via
inactivation of the Wnt/β-catenin signaling pathway in
uremia. J Cell Physiol. 2019; 234:9673–86.
https://doi.org/10.1002/jcp.27654 PMID:30556898

24. Xia T, Pan Z, Zhang J. CircPDZD8 promotes gastric
cancer progression by regulating CHD9 via sponging
miR-197-5p. Aging (Albany NY). 2020; 12:19352–64.
https://doi.org/10.18632/aging.103805
PMID:33049714
25. Wei X, Dong Y, Chen X, Ren X, Li G, Wang Y, Wang Y,
Zhang T, Wang S, Qin C, Song N. Construction of
circRNA-based ceRNA network to reveal the role of
circRNAs in the progression and prognosis of
metastatic clear cell renal cell carcinoma. Aging
(Albany NY). 2020; 12:24184–207.
https://doi.org/10.18632/aging.104107
PMID:33223511
26. Wen S, Li S, Li L, Fan Q. circACTR2: A novel mechanism
regulating high glucose-induced fibrosis in renal
tubular cells via pyroptosis. Biol Pharm Bull. 2020;
43:558–64.
https://doi.org/10.1248/bpb.b19-00901
PMID:32115515
27. Wang W, Jia YJ, Yang YL, Xue M, Zheng ZJ, Wang L, Xue
YM. LncRNA GAS5 exacerbates renal tubular epithelial
fibrosis by acting as a competing endogenous RNA of
miR-96-5p. Biomed Pharmacother. 2020; 121:109411.

www.aging-us.com

12796

33. Huang T, Cao Y, Wang H, Wang Q, Ji J, Sun X, Dong Z.
Circular RNA YAP1 acts as the sponge of microRNA-215p to secure HK-2 cells from ischaemia/reperfusioninduced injury. J Cell Mol Med. 2020; 24:4707–15.
https://doi.org/10.1111/jcmm.15142 PMID:32160412
34. Chen B, Li Y, Liu Y, Xu Z. circLRP6 regulates high
glucose-induced proliferation, oxidative stress, ECM
accumulation, and inflammation in mesangial cells. J
Cell Physiol. 2019; 234:21249–59.
https://doi.org/10.1002/jcp.28730
PMID:31087368
35. Yang X, Wang H, Tu Y, Li Y, Zou Y, Li G, Wang L, Zhong
X. Wnt1-inducible signaling protein-1 mediates TGFβ1-induced renal fibrosis in tubular epithelial cells and
unilateral ureteral obstruction mouse models via
autophagy. J Cell Physiol. 2020; 235:2009–22.
https://doi.org/10.1002/jcp.29187 PMID:31512238
36. Zeng F, Kloepfer LA, Finney C, Diedrich A, Harris RC.
Specific endothelial heparin-binding EGF-like growth
factor deletion ameliorates renal injury induced by

AGING

chronic angiotensin II infusion. Am J Physiol Renal
Physiol. 2016; 311:F695–707.
https://doi.org/10.1152/ajprenal.00377.2015
PMID:27226110

ischemia/reperfusion injury through regulating miR136-5p /ROCK1. Cancer Gene Ther. 2019; 26:234–47.
https://doi.org/10.1038/s41417-018-0067-5
PMID:30546117

37. Newbury LJ, Wang JH, Hung G, Hendry BM, Sharpe CC.
Inhibition of kirsten-Ras reduces fibrosis and protects
against renal dysfunction in a mouse model of chronic
folic acid nephropathy. Sci Rep. 2019; 9:14010.
https://doi.org/10.1038/s41598-019-50422-7
PMID:31570767

44. Yang R, Xu X, Li H, Chen J, Xiang X, Dong Z, Zhang D.
P53 induces miR199a-3p to suppress SOCS7 for STAT3
activation and renal fibrosis in UUO. Sci Rep. 2017;
7:43409.
https://doi.org/10.1038/srep43409 PMID:28240316

38. Wang JH, Newbury LJ, Knisely AS, Monia B, Hendry BM,
Sharpe CC. Antisense knockdown of Kras inhibits
fibrosis in a rat model of unilateral ureteric
obstruction. Am J Pathol. 2012; 180:82–90.
https://doi.org/10.1016/j.ajpath.2011.09.036
PMID:22074740
39. Zhang P, Yi L, Qu S, Dai J, Li X, Liu B, Li H, Ai K, Zheng P,
Qiu S, Li Y, Wang Y, Xiang X, et al. The biomarker
TCONS_00016233 drives septic AKI by targeting the
miR-22-3p/AIFM1 signaling axis. Mol Ther Nucleic
Acids. 2020; 19:1027–42.
https://doi.org/10.1016/j.omtn.2019.12.037
PMID:32059335
40. Wu D, Zhang J, Lu Y, Bo S, Li L, Wang L, Zhang Q,
Mao J. miR-140-5p inhibits the proliferation and
enhances the efficacy of doxorubicin to breast
cancer stem cells by targeting Wnt1. Cancer Gene
Ther. 2019; 26:74–82.
https://doi.org/10.1038/s41417-018-0035-0
PMID:30032164
41. Chandimali N, Huynh DL, Zhang JJ, Lee JC, Yu DY, Jeong
DK, Kwon T. MicroRNA-122 negatively associates with
peroxiredoxin-II expression in human gefitinibresistant lung cancer stem cells. Cancer Gene Ther.
2019; 26:292–304.
https://doi.org/10.1038/s41417-018-0050-1
PMID:30341415
42. Wang QM, Lian GY, Song Y, Peng ZD, Xu SH, Gong Y.
Downregulation of miR-152 contributes to DNMT1mediated silencing of SOCS3/SHP-1 in non-hodgkin
lymphoma. Cancer Gene Ther. 2019; 26:195–207.
https://doi.org/10.1038/s41417-018-0057-7
PMID:30470842
43. Zhong Y, Yu C, Qin W. LncRNA SNHG14 promotes
inflammatory response induced by cerebral

www.aging-us.com

12797

45. Xu L, Li X, Zhang F, Wu L, Dong Z, Zhang D. EGFR drives
the progression of AKI to CKD through HIPK2
overexpression. Theranostics. 2019; 9:2712–26.
https://doi.org/10.7150/thno.31424 PMID:31131063
46. Ge Y, Wang J, Wu D, Zhou Y, Qiu S, Chen J, Zhu X, Xiang
X, Li H, Zhang D. lncRNA NR_038323 suppresses renal
fibrosis in diabetic nephropathy by targeting the miR324-3p/DUSP1 axis. Mol Ther Nucleic Acids. 2019;
17:741–53.
https://doi.org/10.1016/j.omtn.2019.07.007
PMID:31430717
47. Xu X, Pan J, Li H, Li X, Fang F, Wu D, Zhou Y, Zheng P,
Xiong L, Zhang D. Atg7 mediates renal tubular cell
apoptosis in vancomycin nephrotoxicity through
activation of PKC-δ. FASEB J. 2019; 33:4513–24.
https://doi.org/10.1096/fj.201801515R
PMID:30589566
48. Wang J, Li H, Qiu S, Dong Z, Xiang X, Zhang D. MBD2
upregulates miR-301a-5p to induce kidney cell
apoptosis during vancomycin-induced AKI. Cell Death
Dis. 2017; 8:e3120.
https://doi.org/10.1038/cddis.2017.509
PMID:29022913
49. Zhang D, Liu Y, Wei Q, Huo Y, Liu K, Liu F, Dong Z.
Tubular p53 regulates multiple genes to mediate AKI. J
Am Soc Nephrol. 2014; 25:2278–89.
https://doi.org/10.1681/ASN.2013080902
PMID:24700871
50. Zhang G, Yu Z, Fu S, Lv C, Dong Q, Fu C, Kong C, Zeng Y.
ERCC6L that is up-regulated in high grade of renal cell
carcinoma enhances cell viability in vitro and promotes
tumor growth in vivo potentially through modulating
MAPK signalling pathway. Cancer Gene Ther. 2019;
26:323–33.
https://doi.org/10.1038/s41417-018-0064-8
PMID:30459398

AGING

SUPPLEMENTARY MATERIALS
Supplementary Data
The sequences of circRNA_30032
mmu_circRNA_30032
AAAAGACGAGGCGAAGTGGTTAAAAGTGCCTG
AATGTCAACATACTACAACGACCAAGTG
TGAATTCTCTTTACTGGACACAAATGTGTATAT
CAAAACACAGTTTCGTGTCAGAGCAGA
GGAAGGGAACAGCACATCTTCGTGGAATGAGG
TTGATCCGTTTATTCCATTCTACACAGC
TCACATGAGCCCCCCAGAAGTACGTTTAGAAGC
TGAAGATAAAGCCATACTAGTCCACAT
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CTCtcctcccggacaagacgggaacatgtgggcactggagaaACCTT
CCTTCAGTTACAC
CATACGAATCTGGCAGAAGTCTTCCAGTGACAA
AAAAACTATTAACTCTACGTATTATGT
AGAAAAGATACCAGAACTCTTGCCAGAGACTA
CTTACTGTTTAGAAGTTAAAGCAATACA
TCCGTCACTTAAGAAACACAGCAATTACAGCAC
TGTGCAGTGTATAAGCACCACAGTGGC
AAATAAAATGCCTGTGCCAGGAAATCTCCAAG
TGGATGCCCAAGGCAAGAGCTATGTCCT
GAAATGGGACTACATTGCGTCTGCAGACGTGCT
CTTCAGGGCACAGTGGCTTCC.
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Supplementary Table
Please browse Full Text version to see the data of Supplementary Table 1.

Supplementary Table 1. 174 co-upregulated circRNAs in UUO model at days 3 and 7.
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