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Cancer cells preferentially metabolize glucose through aerobic glycolysis, a phe-

nomenon known as the Warburg effect. Emerging evidence has shown that long

non-coding RNAs (lncRNAs) act as key regulators of multiple cancers. However, it

remains largely unexplored whether and how lncRNA regulates glucose metabo-

lism in cancer cells. In this study, we show that lncRNA UCA1 promotes glycolysis

in bladder cancer cells, and that UCA1-induced hexokinase 2 (HK2) functions as

an important mediator in this process. We further show that UCA1 activates

mTOR to regulate HK2 through both activation of STAT3 and repression of micro-

RNA143. Taken together, these findings provide the first evidence that UCA1

plays a positive role in cancer cell glucose metabolism through the cascade of

mTOR–STAT3 ⁄microRNA143–HK2, and reveal a novel link between lncRNA and

the altered glucose metabolism in cancer cells.

O ne of the most distinguishing characteristics between
normal and tumorigenic cells is altered glucose metabo-

lism. Most cancer cells rely mainly on aerobic glycolysis to
generate the energy needed for cellular processes instead of
more efficient mitochondrial oxidative phosphorylation, a phe-
nomenon known as the Warburg effect, resulting in an acceler-
ated rate of glucose consumption with enhanced lactate
production regardless of oxygen availability.(1,2) In addition to
being a striking feature of cancer cell metabolism, the War-
burg effect confers advantages to cancer cells, providing con-
ditions favoring rapid proliferation and apoptosis
resistance.(3,4) Indeed, the Warburg effect, or the reprogram-
ming of cellular energy metabolism, was recently added as an
emerging hallmark of cancer.(5)

Long non-coding RNAs (lncRNAs) constitute a novel class
of mRNA-like transcripts with no protein-coding capacity,
which are larger than 200 nucleotides.(6) Long non-coding
RNAs exert their function in a wide range of processes and
can regulate gene expression by various mechanisms.(7,8) More
evidence has suggested that lncRNAs play a role in the pro-
cesses of cell growth, differentiation, apoptosis, and cancer
metastasis.(9,10) However, there have been few studies focusing
on the involvement of lncRNAs in cancer metabolism, espe-
cially in the Warburg effect. We previously screened and
cloned lncRNA urothelial cancer-associated 1 (UCA1) by
using subtractive suppression hybridization technique from two
human bladder transitional cell carcinoma cell lines, BLS-211

and BLZ-211, which were derived from the same patient’s
sample but with different biological characteristics.(11) Studies
from our and other laboratories have indicated that UCA1 is
highly expressed in bladder carcinoma and enhances tumori-
genic behavior of bladder cancer cells in vitro and in vivo,
which strongly suggested that UCA1 has oncogenic functions
in bladder cancer progression.(12–14)

In the present study, we discovered that UCA1 promotes
glucose consumption and lactate production in bladder cancer
cells. Metabolic change is a key event in understanding tumor
progression and UCA1 is involved in glucose metabolic pro-
cesses, however, the precise mechanism for direct regulation
of glycolysis by UCA1 has not been elucidated. Thus, we
investigated the mechanism for the UCA1-regulated metabolic
switch in bladder cancer cells.

Materials and Methods

Cell culture and treatment. All human bladder cancer cell lines
were cultured in RPMI-1640 (Gibco, Grand Island, NY, USA)
supplemented with 10% heat inactivated bovine calf serum at
37°C in a humidified atmosphere with 5% CO2. To inhibit the
activity of mammalian target of rapamycin (mTOR), rapamycin
(Cell Signaling Technology, Danvers, MA, USA) was used to
treat cells. Cells were transfected with siRNA (Genepharma,
Shanghai, China) using XtremeGENE siRNA Transfection
Reagent (Roche, Nutley, NJ, USA) according to the manufac-
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turer’s instructions. Plasmids, microRNA (miRNA) mimics, and
inhibitors (RiboBio, China) were transfected into cells with Fu-
GENE HD Transfection Reagent (Roche) following the manufac-
turer’s specifications. Stable UCA1 knocked-down 5637 cells and
control cells, transfected with pRNAT-U6.1 ⁄Neo-shUCA and
pRNAT-U6.1 ⁄Neo-Nc plasmid, respectively, were designated as
pRNAT-U and pRNAT-N.(13) Stable cell lines with overexpres-
sion of UCA1 in UMUC-2 cells, designated as pcDNA-U and
pcDNA-M (integrated with pcDNA3.1 ⁄UCA1 and pcDNA3.1
⁄Mock respectively), were kindly provided by our colleague
Chen Yang and Yu Wang, from Center for Translational Medi-
cine, The First Affiliated Hospital, School of Medicine, Xi’an
Jiaotong University, Xi’an, China. (14)

Real-time quantitative PCR analysis. The total RNA was
extracted from cells by TRIzol Reagent (Invitrogen, Carlsbad,
CA, USA). RNA was subjected to reverse transcription reac-
tions using the PrimeScript RT reagent Kit (Invitrogen, Carls-
bad, CA, USA). Real-time quantitative PCR assay was carried
out with SYBR Premix Ex Taq II (TaKaRa, China) and moni-
tored with the CFX96 Touch Real-Time PCR Detection System
(Bio-Rad, Hercules, CA, USA). Cycling conditions were as fol-
lows: initial denaturation at 95°C for 10 s, followed by 40
cycles of 95°C for 5 s, 60°C for 15 s, and 72°C for 31 s, and
no template controls were included for each assay. Comparative
cycle threshold method was used to calculate fold change in
gene expression by Bio-Rad CFX Manager 2.1 software (Bio-
Rad). The mRNA expression was normalized with b-actin, and
the miRNA expression was normalized with U6. All experi-
ments were carried out in triplicate.

Western blot analysis. Treated cells were pelleted and then
lysed by RIPA buffer (Thermo Scientific, Waltham, MA, USA)
containing protease inhibitors (Roche). After SDS-PAGE reso-
lution and membrane transfer, the target proteins were probed
with primary antibody against HK2, phospho-signal transducer
and transcription activator 3 (STAT3), or b-actin (Cell Signal-
ing Technology) followed by incubation with HRP-conjugated
secondary antibodies. Finally, the bands were visualized using
a chemiluminescence detection kit (Pierce, Rockford, IL, USA)
and the specific bands were recorded on X-ray film.

Glucose consumption and lactate production assay. To deter-
mine the levels of glucose and lactate, the supernatants of cell
culture media were collected and detected using a glucose and
lactate assay kit (BioVision, Milpitas, CA, USA) according to
the manufacturer’s instructions. The values at different time

periods were analyzed by the optical density values. Glucose
consumption and lactate production were calculated based on
the standard curve, and normalized to the cell number.

Statistical analysis. All statistical analyses were carried out
using the SPSS standard version 13.0 software (SPSS, Chicago,
IL, USA). Results were presented as mean � SD from at least
three independent determinations. Comparisons between groups
were evaluated by a Student’s t-test. P-values < 0.05 was con-
sidered statistically significant.

Results

UCA1 promotes glycolysis in bladder cancer cells. Given that
UCA1 promotes tumor initiation and malignant progression,(11)

and that the reprogramming of energy metabolism is critical to
the survival and proliferation of cancer cells,(15) we asked
whether UCA1 potentiates cancer cell energy metabolism. To
this end, we first examined the effect of UCA1 on glucose
metabolism in bladder cancer cells. The results showed that
overexpression of UCA1 dramatically increased the rates of
glucose consumption and lactate production in UM-UC-2 cells
(Fig. 1a–c). We also knocked down UCA1 in 5637 cells,
which have high endogenous UCA1 expression, and found that
the rates of glucose consumption and lactate production were
significantly decreased in these cells (Fig. 1d–f). Collectively,
these results indicate that UCA1 enhances glycolysis in blad-
der cancer cells.

UCA1 regulates glycolysis through hexokinase 2. Hexokinases
catalyze the first and irreversible step of glucose metabolism,
the ATP-dependent phosphorylation of glucose to yield glu-
cose-6-phosphate.(16) Hexokinase 2 (HK2) is the major iso-
zyme that is overexpressed in tumors and contributes to
aerobic glycolysis, and thus it is documented as a pivotal
player in the Warburg effect and is proposed as a metabolic
target for cancer therapeutic development.(17)

To probe the potential mechanism by which UCA1 regulates
glycolysis in bladder cancer cells, we examined the effects of
UCA1 on the expression of HK2. Quantitative PCR analyses
showed that HK2 mRNA levels were upregulated by UCA1
(Fig. 2a). In line with these results, Western blot assays
showed that UCA1 enhanced HK2 protein expression
(Fig. 2b). Moreover, both HK2 mRNA and protein levels were
significantly reduced by knockdown of UCA1 (Fig. 2c,d).
Given that HK2 is a critical enzyme catalyzing the first and

(a) (b) (c)

(d) (e) (f)
Fig. 1. Long non-coding RNA UCA1 promotes
glycolysis in bladder cancer cells. (a, d) Quantitative
PCR analysis of UCA1 expression in stable cell lines.
UMUC-2 cells were transfected with pcDNA3.1
⁄UCA1 (pcDNA-U) and pcDNA3.1 ⁄Mock (pcDNA-M)
plasmids (a); 5637 cells were transfected with
pRNAT-U6.1 ⁄Neo-shUCA (pRNAT-U) and pRNAT-
U6.1 ⁄Neo-Nc (pRNAT-N) plasmids (d). (b, c, e, f)
Glucose consumption and lactate production were
analyzed in stable cell lines with overexpression of
UCA1 (b, c) and knockdown of UCA1 (e, f). The
average values � SD of three separate experiments
were plotted. *P < 0.05.
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irreversible step of glycolysis,(16) and that its expression is
most significantly regulated by UCA1, we reasoned that HK2
upregulation likely plays a major role in the enhancement of
glucose consumption and lactate production under such condi-
tions. Indeed, knockdown of HK2 significantly attenuated the
effect of UCA1 on glucose consumption and lactate production
(Fig. 2e,f). We thus focused on the regulation of HK2 for fur-
ther mechanistic studies.

UCA1 induces HK2 mRNA expression through the mTOR–STAT3

pathway. The phosphatidylinositol-3-kinase (PI3K)–protein
kinase B (Akt)–mTOR signaling pathway plays a crucial role
in regulating cell growth, survival, and metabolism.(18) Various
alterations of the proto-oncogenes and tumor suppressors along
this pathway mark this network as one of the most frequently
dysregulated signaling cascades in cancers.(19,20)

Our previous studies showed that UCA1 played a pivotal role
in bladder cancer progression by activating the PI3K–Akt–
mTOR pathway.(13) In addition, a recent study showed that
STAT3 is a direct transcriptional activator for HK2.(21) Taking
into account that STAT3 is a known downstream effector of
mTOR,(22,23) we speculated that the UCA1 upregulated HK2
through activation of mTOR–STAT3 signaling. As expected, we
found that the phosphorylation of STAT3 was positively related
to UCA1 in stable cell lines (Fig. 3a,b). Furthermore, HK2
mRNA levels were reduced by rapamycin (Fig. 3c), whereas
knockdown of STAT3 completely abolished the induction of
HK2 transcript levels (Fig. 3f). Consistent with an important
role of the mTOR–STAT3 pathway in mediating the upregula-
tion of HK2 transcription by UCA1, we found that the rates of
glucose consumption and lactate production were significantly
decreased by rapamycin or STAT3 siRNA (Fig. 3d,e,g,h). Col-
lectively, these results reveal that UCA1 promotes HK2 mRNA
transcription through activation of the mTOR–STAT3 pathway.

UCA1 suppresses microRNA143 to elevate HK2 protein

level. MicroRNAs are small non-coding RNA sequences that
regulate gene expression by targeting mRNAs for cleavage or
translational inhibition.(24) Since the discovery that miRNAs are

aberrantly expressed in cancer, accumulating evidence suggests
that miRNAs contribute to tumor growth by modulating levels
of oncogenes and tumor suppressors.(25) Not surprisingly, some
miRNAs have been shown to regulate cancer metabolism.(26)

As recent findings suggested that miRNA143 (miR143),
which is downregulated by mTOR activation, reduced glucose
metabolism and inhibited cancer cell proliferation and tumor
formation through targeting HK2,(21,27) we tested whether this
regulation also extends to UCA1. Indeed, we found that
miR143 expression was inversely correlated with UCA1 in sta-
ble cell lines (Fig. 4a,b), whereas rapamycin increased miR143
levels suppressed by UCA1 (Fig. 4c). We also found that the
miR143 mimic significantly reduced the protein levels of HK2
(Fig. 4d), whereas miR143 inhibitor led to enhanced HK2
expression (Fig. 4e). These results suggested that UCA1 uses
an additional mechanism to positively regulate HK2 protein
expression at the post-transcriptional level.

Discussion

Although only a small number of functional lncRNAs have
been well characterized to date, they have been shown to be
involved in a variety of biological processes that include, but
are not limited to, X-chromosome inactivation, genomic
imprinting, cell differentiation and development, and small
RNA processing, as well as an association with a number of
human diseases.(8) The importance of lncRNA in tumor initia-
tion and malignant progression is well documented, as is the
Warburg effect on survival and proliferation of cancer cells in
the tumor microenvironment.(15) Although the latest reports
suggest that lncRNAs lincRNA-p21 and CRNDE contribute to
the Warburg effect,(28,29) whether and how other lncRNAs reg-
ulate the cancer cell glucose metabolism remains largely unex-
plored. In this study, we found that UCA1 significantly
accelerates glycolysis in bladder cancer cells, providing direct
evidence that lncRNA potentiates glucose metabolism in can-
cer cells.

(a) (b)

(c) (d)

(e) (f)

Fig. 2. Long non-coding RNA UCA1 regulates
glycolysis through hexokinase 2 (HK2) in stable
bladder cancer cells. (a, c) Quantitative PCR analysis
of HK2 mRNA levels in UMUC-2 cells transfected with
pcDNA3.1 ⁄UCA1 (pcDNA-U) or pcDNA3.1 ⁄Mock
(pcDNA-M) plasmids and 5637 cells transfected with
pRNAT-U6.1 ⁄Neo-shUCA (pRNAT-U) and pRNAT-
U6.1 ⁄Neo-Nc (pRNAT-N) plasmids. (a) Overexpression
of UCA1. (c) Knockdown of UCA1. (b, d) Western
blot analysis of HK2 protein level in stable cell lines
with overexpression of UCA1 (b) or knockdown of
UCA1 (d). (e, f) Glucose consumption (e) and lactate
production (f) analysis in pcDNA-U cells transfected
with HK2 siRNA or negative control (NC). The
average values � SD of three separate experiments
were plotted. *P < 0.05.
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UCA1 is well documented as an oncogene in bladder can-
cers.(11) Through positively regulating the PI3K–Akt–mTOR
pathway, UCA1 promotes malignant transformation and cancer

progression of bladder cancer.(13) For the first time, our data here
show that UCA1 contributes to glycolysis in bladder cancer cells.
This finding, along with our recent study that hypoxic conditions

(a) (b)

(c) (d) (e)

(f) (g) (h)

Fig. 3. (a, b) Long non-coding RNA UCA1 induces
hexokinase 2 (HK2) mRNA expression through the
mTOR–STAT3 pathway in stable bladder cancer cells.
Western blot analysis of p-STAT3 protein levels in
UMUC-2 cells transfected with pcDNA3.1 ⁄UCA1
(pcDNA-U) or pcDNA3.1 ⁄Mock (pcDNA-M) plasmids
and 5637 cells transfected with pRNAT-U6.1 ⁄
Neo-shUCA (pRNAT-U) and pRNAT-U6.1 ⁄Neo-Nc
(pRNAT-N) plasmids. (a) Overexpression of UCA1.
(b) Knockdown of UCA1. (c, f) Quantitative PCR
analysis of HK2 mRNA levels in pcDNA-U cells. (c)
Cells were treated with rapamycin or DMSO. (f) Cells
were transfected with STAT3 siRNA or negative
control (NC). (d, e, g, h) Glucose consumption and
lactate production analysis in pcDNA-U cells. (d, e)
Cells were treated with rapamycin or DMSO. (g, h)
Cells were transfected with STAT3 siRNA or NC. The
average values � SD of three separate experiments
were plotted. *P < 0.05.

(a) (b) (c)

(d)

(e)

Fig. 4. Long non-coding RNA UCA1 suppresses
microRNA143 (miR143) to elevate hexokinase 2
(HK2) protein level in stable bladder cancer cells.
(a, b, c) Quantitative PCR analysis of miR143
expression in UMUC-2 cells transfected with
pcDNA3.1 ⁄UCA1 (pcDNA-U) or pcDNA3.1 ⁄Mock
(pcDNA-M) plasmids and 5637 cells transfected with
pRNAT-U6.1 ⁄Neo-shUCA (pRNAT-U) and pRNAT-
U6.1 ⁄Neo-Nc (pRNAT-N) plasmids. (a) Overexpression
of UCA1. (b) Knockdown of UCA1. (c) pcDNA-U cells
were treated with rapamycin or DMSO. (d, e)
Western blot analysis of HK2 protein level in stable
cell lines. (d) pcDNA-U cells were transfected with
miR143 mimic or negative control (NC). (e) pRNAT-U
cells were transfected with miR143 inhibitor or NC.
The average values � SD of three separate
experiments were plotted. *P < 0.05.
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induce UCA1 expression in bladder cancer cells, suggests a novel
function of UCA1 in regulating cancer cell glucose metabolism.
Mechanistically, UCA1 exerts its role in glycolysis by

upregulation of HK2, a key glycolytic enzyme and pivotal
player in the Warburg effect.(17) We then showed that inactiva-
tion of mTOR by rapamycin fully attenuated the effect of
UCA1 on glycolysis in bladder cancer cells. We found that
two signals control the regulation of HK2 by UCA1 through
the mTOR pathway. First, UCA1 facilitates the activation of
STAT3, which promotes the transcription of HK2. Second,

UCA1 represses miR143 and subsequently restores HK2
expression at the post-transcriptional level. Without the activa-
tion of STAT3, there is insufficient HK2 mRNA; however,
without repression of miR143, increased mRNA levels of HK2
by UCA1 ⁄mTOR ⁄STAT3 do not result in more HK2 proteins.
The importance of this dual-control system is reflected by the
results that both activation of STAT3 and repression of
miR143 are required for UCA1 to accelerate glycolysis in
bladder cancer cells. Thus, our findings reveal a novel UCA1–
mTOR–STAT3 ⁄miR143–HK2 axis that links lncRNA and glu-
cose metabolism in cancer cells (Fig. 5).
In summary, our study here provides the first evidence that

UCA1 plays a positive role in cancer cell glucose metabolism
through the cascade of mTOR–STAT3 ⁄miR143–HK2.
Although the other mechanisms involved in cancer cell glu-
cose metabolism by UCA1 still remain to be further
explored, our data hopefully improve current understanding
of the regulatory network of cancer metabolism and provide
potential targets for the development of cancer therapeutic
strategies.

Acknowledgments

This work was supported by a grant from the National Natural Science
Foundation of China (Grant Nos. 81171970 and 81372151).

Disclosure Statement

The authors have no conflict of interest.

References

1 Shaw RJ. Glucose metabolism and cancer. Curr Opin Cell Biol 2006; 18:
598–608.

2 Cairns RA, Harris IS, Mak TW. Regulation of cancer cell metabolism. Nat
Rev Cancer 2011; 11: 85–95.

3 Kroemer G, Pouyssegur J. Tumor cell metabolism: Cancer’s Achilles’ heel.
Cancer Cell 2008; 13: 472–82.

4 Vander Heiden MG. Targeting cancer metabolism: a therapeutic window
opens. Nat Rev Drug Discov 2011; 10: 671–84.

5 Hanahan D, Weinberg RA. Hallmarks of cancer: the next generation. Cell
2011; 144: 646–74.

6 Ponting CP, Oliver PL, Reik W. Evolution and functions of long noncoding
RNAs. Cell 2009; 136: 629–41.

7 Hu WQ, Alvarez-Dominguez JR, Lodish HF. Regulation of mammalian cell
differentiation by long non-coding RNAs. EMBO Rep 2012; 13: 971–83.

8 Mercer TR, Dinger ME, Mattick JS. Long non-coding RNAs: insights into
functions. Nat Rev Genet 2009; 10: 155–9.

9 Gupta RA, Shah N, Wang KC et al. Long non-coding RNA HOTAIR repro-
grams chromatin state to promote cancer metastasis. Nature 2010; 464: 1071–6.

10 Guttman M, Donaghey J, Carey BW et al. lincRNAs act in the
circuitry controlling pluripotency and differentiation. Nature 2011; 477: 295–300.

11 Wang F, Li X, Xie XJ, Zhao L, Chen W. UCA1, a non-protein-coding RNA
up-regulated in bladder carcinoma and embryo, influencing cell growth and
promoting invasion. FEBS Lett 2008; 582: 1919–27.

12 Wang XS, Zhang Z, Wang HC et al. Rapid identification of UCA1 as a very
sensitive and specific unique marker for human bladder carcinoma. Clin
Cancer Res 2006; 12: 4851–8.

13 Yang C, Li X, Wang Y, Zhao L, Chen W. Long non-coding RNA UCA1
regulated cell cycle distribution via CREB through P13-K dependent path-
way in bladder carcinoma cells. Gene 2012; 496: 8–16.

14 Wang Y, Chen W, Yang C et al. Long non-coding RNA UCA1a(CUDR)
promotes proliferation and tumorigenesis of bladder cancer. Int J Oncol
2012; 41: 276–84.

15 Vander Heiden MG, Cantley LC, Thompson CB. Cantley LC, Thompson
CB. Understanding the Warburg effect: the metabolic requirements of cell
proliferation. Science 2009; 324: 1029–33.

16 Robey RB, Hay N. Mitochondrial hexokinases, novel mediators of the
antiapoptotic effects of growth factors and Akt. Oncogene 2006; 25:
4683–96.

17 Mathupala SP, Ko YH, Pedersen PL. Hexokinase-2 bound to mitochondria:
Cancer’s stygian link to the “Warburg effect” and a pivotal target for effec-
tive therapy. Semin Cancer Biol 2009; 19: 17–24.

18 Sun QA, Chen XX, Ma JH et al. Mammalian target of rapamycin up-regula-
tion of pyruvate kinase isoenzyme type M2 is critical for aerobic glycolysis
and tumor growth. Proc Natl Acad Sci USA 2011; 108: 4129–34.

19 Efeyan A, Sabatini DM. mTOR and cancer: many loops in one pathway.
Curr Opin Cell Biol 2010; 22: 169–76.

20 Salmena L, Carracedo A. Pandolfi PP. Tenets of PTEN tumor suppression.
Cell 2008; 133: 403–14.

21 Jiang S, Zhang LF, Zhang HW et al. A novel miR-155 ⁄miR-143 cascade
controls glycolysis by regulating hexokinase 2 in breast cancer cells. EMBO
J 2012; 31: 1985–98.

22 Yokogami K, Wakisaka S, Avruch J, Reeves SA. Serine phosphorylation
and maximal activation of STAT3 during CNTF signaling is mediated by
the rapamycin target mTOR. Curr Biol 2000; 10: 47–50.

23 Wen ZL, Zhong Z, Darnell JE. Maximal activation of transcription by Stat1
and Stat3 requires both tyrosine and serine phosphorylation. Cell 1995; 82:
241–50.

24 Bartel DP. MicroRNAs: genomics, biogenesis, mechanism, and function.
Cell 2004; 116: 281–97.

25 Ventura A, Jacks T. MicroRNAs and cancer: short RNAs go a long way.
Cell 2009; 136: 586–91.

26 Bensinger SJ, Christofk HR. New aspects of the Warburg effect in cancer
cell biology. Semin Cell Dev Biol 2012; 23: 352–61.

27 Fang R, Xiao T, Fang ZY et al. MicroRNA-143 (miR-143) regulates can-
cer glycolysis via targeting hexokinase 2 gene. J Biol Chem 2012; 287:
23227–35.

28 Yang F, Zhang HF, Mei YD, Wu M. Reciprocal regulation of HIF-1 alpha
and LincRNA-p21 modulates the Warburg effect. Mol Cell 2014; 53: 88–
100.

29 Ellis BC, Graham LD, Molloy PL. CRNDE, a long non-coding RNA respon-
sive to insulin ⁄ IGF signaling, regulates genes involved in central metabo-
lism. Biochim Biophys Acta 2014; 1843: 372–86.

Fig. 5. Schematic representation of the mechanism for UCA1-regu-
lated metabolic switch. HK2, hexokinase 2; miR143, microRNA143.

Cancer Sci | August 2014 | vol. 105 | no. 8 | 955 © 2014 The Authors. Cancer Science published by Wiley Publishing Asia Pty Ltd
on behalf of Japanese Cancer Association.

Original Article
www.wileyonlinelibrary.com/journal/cas Li et al.


