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In this study, the expression of eight candidate reference
genes, B2M, ACTB, GAPDH, HMBS, HPRT1, TBP, UBC,
and YWHAZ, was examined to identify optimal reference
genes by quantitative reverse transcription-polymerase
chain reaction (qRT-PCR) analysis in two human hepatoma
cell lines, BEL-7402 and SMMC-7721, treated with tumor
necrosis factor-a (TNF-a) for different time periods. The ex-
pression stability of these genes was analyzed by three inde-
pendent algorithms: geNorm, NormFinder, and BestKeeper.
Results showed that TBP was the most stably expressed gene
in BEL-7402 and SMMC-7721 cell lines under current experi-
mental conditions, and that the optimal set of reference genes
required for accurate normalization was TBP and HMBS,
based on the pairwise variation value determined with
geNorm. UBC and ACTB were ranked as the least stable
genes by same algorithms. Our findings provide evidence that
using TBP alone or in combination with HMBS as endogen-
ous controls could be a reliable method for normalizing qRT-
PCR data in human hepatoma cell lines treated with TNF-a.
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Introduction

In gene expression analysis, quantitative reverse transcription-
polymerase chain reaction (qRT-PCR) has become the most
common method for quantification of mRNA transcription
levels due to its outstanding accuracy, broad dynamic range,
and sensitivity [1,2]. It is fast, easy to use, and highly repro-
ducible, requiring a minimal amount of RNA and no
post-PCR handling. It is essential to have a reliable normal-
ization control when comparing gene expression levels
between different biological samples. Reference genes,
which are stably expressed in different samples and unaffect-
ed by any experimental treatment [3,4], are often used to nor-
malize qRT-PCR data to eliminate experimental differences,

such as RNA quantity and quality, overall transcriptional
activity, and cDNA synthesis.

Commonly used reference genes, including glyceraldehyde-
3-phosphate dehydrogenase gene (GAPDH), beta-actin
gene (ACTB), and TATA-binding protein gene (TBP), are
routinely used in gene expression studies [5–9]. However,
accumulating evidence has suggested that ACTB [10] and
GAPDH [1,10] vary considerably and are consequently un-
suitable endogenous controls for RNA transcription ana-
lysis. Glare et al. [10] described erroneous readings of
target gene expression between experimental groups
when ACTB was used as an internal control. In fact, it was
the ACTB rather than the target gene that changed. GAPDH,
a key enzyme in glycolysis constitutively expressed in many
tissues, is still widely used as an internal control, even though
wide variations in its expression levels have been observed in
tumor cell lines [11], tissues at different developmental stages
[12], and under hypoxic conditions [13]. Many other reference
genes also show unacceptable variability in expression, which
can lead to increased ‘noise’ or erroneous results [10,14–16].
Therefore, it is crucial to validate appropriate reference genes
in given experimental system.

It has been reported that chronic inflammation is involved
in tumor initiation, promotion, and progression in clinical
and epidemiological studies [17–22]. Cytokines, which
are produced by activated innate immune cells and may
stimulate tumor growth and progression, are important com-
ponents in the linkage between inflammation and cancer,
and elucidating the mechanism of cytokine regulation is
expected to contribute strongly to identify altered signaling
pathways which are suitable targets for therapy.

It has been revealed that the pro-inflammatory cytokine
tumor necrosis factor-a (TNF-a) plays a pivotal role in the
promotion and progression of cancer [23,24], which is one
of the major mediators of cancer-related inflammation and
acts as a tumor-promoting factor [25]. In the present study,
experiments were performed to identify appropriate refer-
ence genes for accurate normalization in human hepatoma
cells treated with TNF-a.
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Materials and Methods

Cell culture and treatment
Human hepatoma cell lines, BEL-7402 and SMMC-7721,
were purchased from Shanghai Cell Bank of the Chinese
Academy of Sciences (Shanghai, China). All cells were cul-
tured in Roswell Park Memorial Institute 1640 medium
(Gibco, Carlsbad, USA) containing 10% fetal bovine serum,
unless stated otherwise, in a humidified incubator at 378C in
5% carbon dioxide. The cultures were free of mycoplasma
species and maintained for no longer than 8 weeks after
recovery from frozen stocks. Human recombinant TNF-a
was purchased from PEPROTECH (Rocky Hill, USA). To
analyze basal levels of reference genes expression, two cell
lines were cultured to 70% confluence, washed three times
in phosphate buffer saline, and maintained in the absence of
serum for 24 h. Subsequently, cells were treated with TNF-a
for 0, 4, 8, or 12 h at a final concentration of 10 ng/ml.

Hepatocellular carcinoma sample
Samples were obtained from hepatocellular carcinoma
(HCC) patients undergoing surgical resection from October
2012 to January 2013 at the Second Xiangya Hospital of
Central South University (Changsha, China). Informed
consent was obtained from all patients, and the protocols
were approved by the ethics committee of the Second
Xiangya Hospital of Central South University. In order to
keep warm ischemia time short (usually below 2 min), all
samples were handed over for further processing by the
surgeon removing the tumor. All tissues obtained were
examined for the presence of tumor cells. As a minimum cri-
terion for usefulness for our studies, we only chose tumor
tissues in which tumor cells occupied the major portion of

tumor biopsy. Immediately after resection, tissue samples
were frozen in liquid nitrogen and stored at 2808C until use.

RNA extraction
Total RNA was extracted by using RNAiso Plus kit
(TaKaRa, Dalian, China) according to the manufacturer’s
instructions. RNA was finally quantified using a plastic
cuvette (Eppendorf, Germany). Samples were dissolved in
RNase-free water and quantified by the average of triplicate
spectrophotometric readings at 260 nm (A260). Purity of total
RNA was determined by A260/A280 ratio. RNA samples with
A260/A280 ranging from 1.9 to 2.1 were used for experiments.
Before cDNA synthesis, the integrity of RNA samples was
confirmed by electrophoresis on 1% agarose gels.

First-strand cDNA synthesis
Isolated RNA was reverse transcribed with the PrimeScriptw
RT kit with gDNA Eraser (TaKaRa) according to the manu-
facturer’s instructions. For all samples, 1 mg of total RNA
was used for cDNA synthesis and the protocol included a
specific incubation step by using gDNA eraser buffer to
eliminate any contamination with genomic DNA that may
be contained in samples.

qRT-PCR primers production
Candidate reference genes were selected according to the
following criteria [5,6,26–30]: (i) high frequency of use
(ACTB and GAPDH); (ii) used for normalization in other
cancer types (HPTR1, TBP, and B2M); (iii) belonging to a
different functional class (HMBS, UBC, and YWHAZ).
These eight genes described above were selected to evaluate
their expression profiles in the present study (Tables 1 and 2).

Table 1 Internal control genes evaluated in this study

Gene Accession

number

Name Function Localization

B2M NM_004048 Beta-2-microglobulin Beta-chain of major histocompatibility

complex class I molecules

15q21–q22

ACTB NM_001101 Beta-actin Cytoskeletal structural protein 7p15–p12

GAPDH NM_002046 Glyceraldehyde-3-phosphate dehydrogenase Oxidoreductase in glycolysis and

gluconeogenesis

12p13

HMBS NM_000190 Hydroxymethyl-bilane synthase Heme synthesis, porphyrin metabolism 11q23

HPRT1 NM_000194 Hypoxanthine phosphoribosyl-transferase 1 Purine synthesis in salvage pathway Xq26

TBP NM_003194 TATA box binding protein General RNA polymerase II transcription

factor

6q27

UBC M26880 Ubiquitin C Protein degradation 12q24

YWHAZ NM_003406 Tyrosine 3-monooxygenase/tryptophan

5-monooxygenase activation protein, zeta

polypeptide

Signal transduction by binding to

phosphorylated serine residues on a variety

of signaling molecules

2p25

Reference gene for qRT-PCR
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qRT-PCR analysis and data processing
qRT-PCR was carried out using the SYBR Premix Ex
TaqTM II kit (TaKaRa) on 96-well reaction plates. The reac-
tion mixture, in a total volume of 20 ml, contained 2.0 ml of
cDNA, 2 ml of each primer (4 mM each), 10 ml of SYBR
Premix Ex TaqTM II (2�), 0.4 ml of ROX reference dye II
(50�), and 3.6 ml of RNase/DNase-free sterile water. Each
reaction was run in triplicate as was the no-template control.
All PCRs were performed by using an ABI Prism 7500 real-
time PCR system (Applied Biosystems, Foster City, USA).
The thermal cycling conditions comprised an initial denatur-
ation step at 958C for 30 s and 40 cycles at 958C for 5 s, and
658C for 34 s, followed by dissociation stage at 958C for
15 s, 608C for 1 min, and 958C for 15 s.

Three different statistical algorithms including geNorm
[6], NormFinder [31], and BestKeeper [32] were used to
assess gene stability and rank these reference genes.

Genorm. GeNorm is a visual basic application for Microsoft
Excel, which determines the most stable reference genes from
a set of tested candidate reference genes in a given cDNA
sample panel. It calculates the gene expression stability
measure M to each gene in a pool of candidate reference
genes. The M value calculated by geNorm is based on pair-
wise variation. Stepwise exclusion of the reference gene with
the highest M value allows ranking of the tested genes accord-
ing to their expression stability.

Normfinder. NormFinder is also a visual basic applet
which identifies the optimal normalization gene among a set
of candidates. The algorithm is based on a mathematical

model of gene expression that enables estimation not only of
the overall variation of the candidate normalization genes
but also of the variation between sample subgroups of the
sample set. NormFinder provides a stability value for each
single gene independently and focuses on the inter- and
intra-group expression variations.

Bestkeeper. The BestKeeper program index was created
using the geometric mean of each candidate gene’s Ct
values. Gene expression variation was calculated for all the
candidate reference genes based on Ct values and displayed
as the standard deviation (SD) and coefficient of variance
(CV). The program showed an overall stability in gene ex-
pression. Genes with SD . 1 were considered inconsistent.

Results

qRT-PCR analysis
Primer dimer formation and unspecific amplification can
falsely increase gene expression levels and must be avoided.
In the present study, the specific amplification of candidate
genes was confirmed by a single peak in real-time melt
curve analysis. A standard curve was generated for each
gene, using the 5-fold serial dilutions of pooled cDNA.
Amplification efficiencies of these eight genes ranged from
99.59% to 108.20%.

Data analysis by geNorm, normFinder, and bestKeeper
Based one average expression stability (M value), the
ranking of these eight candidate reference genes was

Table 2 Primers, PCR conditions, and qPCR efficiency

Gene Primers 50!30 (forward, reverse) Amplicon

length (bp)

Ta (8C) PCR efficiency

(%)

Correlation with

dilution series (R2)

B2M CACCCCCACTGAAAAAGATG

ATATTAAAAAGCAAGCAAGCAGAA

167 60 100.37 0.997

ACTB ATGTGGCCGAGGACTTTGATT

AGTGGGGTGGCTTTTAGGATG

107 60 103.22 0.999

GAPDH TGAACGGGAAGCTCACTGG

TCCACCACCCTGTTGCTGTA

307 60 99.59 0.996

HMBS CTGCAAGCGGGAAAACCCT

CTCCAGATGCGGGAACTTTCT

148 60 108.20 0.998

HPRT1 CTGACCTGCTGGATTACA

GCGACCTTGACCATCTTT

256 60 101.25 0.998

TBP GCCTCCCCCACCCCCTTCTTT

GCCACACCCTGCAACTCAACATCC

106 60 101.35 0.998

UBC ATTTGGGTCGCGGTTCTTG

TGCCTTGACATTCTCGATGGT

133 60 101.78 0.997

YWHAZ ACTTTTGGTACATTGTGGCTTCA

CCGCCAGGACAAACCAGTAT

94 60 102.67 0.994

Reference gene for qRT-PCR
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TBP/HMBS , GAPDH , HPRT1 , B2M , YWHAZ ,

ACTB , UBC [Fig. 1(A)], from the most stable one (lowest
M value) to the least stable one (highest M value). All eight
genes reached high expression stability with low M values,
below the default limit of M ¼ 1.5. GeNorm analysis
revealed that the pairwise variation value V(n/n þ 1), generated
by using the top three genes from the panel, was below the
default cut-off value of 0.15 [6] [Fig. 1(B)], indicating that
the inclusion of the third reference gene was not necessary
and TBP/HMBS would be the most stable reference gene set.

NormFinder analysis showed that the most stable
expressed reference gene was TBP, and these eight genes
ranked as follows: TBP , HPRT1 , YWHAZ , HMBS ,

B2M , GAPDH , ACTB , UBC (Table 3). In addition,
the ranking of the two least stably expressed genes was con-
sistent between geNorm and NormFinder results.

These eight candidate reference genes showed an SD , 1
in all samples by BestKeeper analysis. Among them, B2M,
GAPDH, and HMBS had the lowest Ct value and ACTB
(SD ¼ 0.42) had the highest Ct value (Table 4). However,
compared with BestKeeper, geNorm was considered a pair-
wise variation as the most important factor. Thus, geNorm
did not indicate any one gene as the best reference gene but
indicated a gene pair. Based on the BestKeeper program,
TBP was selected as the best reference gene. The ranking
of the best stably expressed gene was consistent between
NormFinder and BestKeeper.

Paradigm normalization
To illustrate the consequences of choosing an inappropriate
reference gene on the calculation of relative mRNA ex-
pression level, HMBS, one of the two most stable genes in
our panel, was normalized to TBP, the other most stable
gene, or ACTB, a gene with irregular unstable expression.
Normalization to TBP resulted in relatively stable HMBS
expression in all cell lines and conditions [Fig. 2(A)].
However, when HMBS was normalized to ACTB, there was
apparently lower expression in BEL-7402 cells treated with
TNF-a for 8 and 12 h, and in SMMC-7721 cells treated with
TNF-a for 8 h [Fig. 2(B)].

TBP stability in HCC samples
TBP was considered as the most stable reference gene from
a set of tested candidate reference genes by three different
statistical algorithms. To further verify its stability, HCC
samples were used. Results showed that the expression level
of TBP was stable in HCC samples (Fig. 3).

Discussion

An ideal reference gene should maintain a constant RNA
transcription level in different tissues and cell subtypes, and
in malignant transformation and tumor progression. It
should also be resistant to regulative factors and its

Figure 1 Selection of the most suitable reference genes for samples
using geNorm analysis Stepwise exclusion of the least stable genes by

calculating the average expression stability (A) was conducted. The value

of M was calculated for each gene, and the least stable gene with the highest

M value was automatically excluded for the next round of calculations. The

x-axis from left to right indicates the ranking of the genes according to their

expression stability. Determination of the optimal number of reference

genes for normalization (B) was conducted. Pairwise variation analysis

between the normalization factors NFn and NFn þ 1, to determine the

optimal number of reference genes for normalization. The value V2/3 is

0.065, generated using the top three genes from the panel, which is below

the default cut-off value of 0.15. This indicates that the inclusion of the

third reference gene is not necessary and TBP/HMBS would be the most

stable reference gene set.

Table 3 Candidate reference genes for normalization listed according
to their expression stability calculated by NormFinder

Ranking order Gene Stability value

1 TBP 0.075

2 HPRT1 0.082

3 YWHAZ 0.093

4 HMBS 0.115

5 B2M 0.124

6 GAPDH 0.125

7 ACTB 0.186

8 UBC 0.240

Reference gene for qRT-PCR
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expression should not vary by treatment. It has been found
that TNF-a plays a tumor-promoting role in cholestatic liver
cancer, resulting from chronic liver inflammation in mice
lacking drug and phospholipid transporter MDR2 [33].
Treatment with TNF-a-specific-neutralizing antibody
during tumor promotion stage results in the apoptosis of
transformed hepatocytes and a failure to progress to HCC,
suggesting TNF-a plays an important role in the promotion
phase of HCC [34].

GAPDH and ACTB, two of the most common internal ref-
erence genes, are regulated during HCC carcinogenesis and
progression, suggesting the involvement in hepatocar-
cinogenesis [3]. Specifically, GAPDH is pathologically

implicated in apoptosis and neurodegenerative disease [23],
and its mRNA levels are highly heterogeneous even in cellu-
lar subpopulations of the same pathological origin [25]. In
bladder cancer, it has been reported that GAPDH, G6PD,
and HMBS are significantly changed between malignant and
non-malignant tissues [29]. Similarly, in adenocarcinomas
of colon, the expression of RPLP0, RPS14, and GAPDH
varied between primary tumors and corresponding resection
margins [35]. Furthermore, in prostate cancer, ACTB,
RPL13A, and HMBS showed significant differences between
cancer and non-cancerous tissues [7]. Taken together, refer-
ence genes whose products have basic functions in cellular
metabolisms are possibly differentially expressed between
tumor and non-tumor tissues.

To the best of our knowledge, systematic comparison was
first performed in the present study, in which some candidate
reference genes were analyzed with their potential applica-
tions as internal controls in human hepatoma cells treated
with TNF-a.

GeNorm analysis demonstrated that two valuable refer-
ence genes (TBP and HMBS) were required for accurate nor-
malization when analyzing gene expression levels in human
hepatoma cells treated with TNF-a. Additionally, this study
showed that ACTB, commonly used as a single internal

Table 4 Results from Bestkeeper descriptive statistical analysis (n 5 8)

Gene Geometric

mean (CP)

Arithmetic

mean (CP)

min

(CP)

max

(CP)

SD

(+CP)

CV

(%CP)

B2M 16.65 16.65 16.67 16.96 0.17 1.01

ACTB 15.97 15.98 15.40 16.71 0.42 2.63

GAPDH 15.76 15.76 15.51 16.01 0.17 1.09

HMBS 24.11 24.11 23.61 24.54 0.26 1.09

HPRT1 20.51 20.51 20.23 21.03 0.22 1.07

TBP 24.33 24.33 23.95 24.80 0.20 0.83

UBC 19.35 19.35 18.75 19.86 0.29 1.47

YWHAZ 19.58 19.58 19.30 19.91 0.17 0.88

Figure 2 Examples of gene expression calculations Relative mRNA

expression calculated by normalization of a stably expressed gene (HMBS)

to a stable gene (TBP, A) and an unstable gene (ACTB, B).

Figure 3 The expression stability of TBP in eight HCC samples Ct

values from individual samples were used for evaluating the expression

stability of TBP. Data are shown as means+SD.

Reference gene for qRT-PCR
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control in many studies, was one of the least stably expressed
reference genes, suggesting that it was not suitable for nor-
malization in human hepatoma cell system, especially as a
single reference gene; otherwise, ACTB might result in pos-
sible misinterpretation of qRT-PCR data.

When a stable gene, such as TBP, was used as a reference
gene, the expression of HMBS gene was relatively stable in
two cell lines [Fig. 2(A)]. However, when ACTB, a reference
gene with variable expression, was used, erroneous conclu-
sions appeared in calculation of the relative expression level
of target gene [Fig. 2(B)]. The amount of HMBS was mark-
edly lower in both cell lines treated with TNF-a at different
time points, actually due to a higher ACTB expression level,
suggesting that ACTB was likely regulated by experimental
conditions.

In summary, it was recommended to use a set of TBP and
HMBS for a guarantee of suitable normalization in human
hepatoma cells treated with TNF-a. If only one reference
gene could be used, TBP should be chosen because it was
the most stably expressed reference gene in similar types of
studies.

Funding

This work was supported by grants from the National
Natural Science Foundation of China (30901452) and the
Hunan Provincial Innovation Foundation for Postgraduate
(CX2010B037, CX2010B038).

References

1 Bustin SA. Quantification of mRNA using real-time reverse transcription

PCR (RT-PCR): trends and problems. J Mol Endocrinol 2002, 29: 23–39.

2 Ginzinger DG. Gene quantification using real-time quantitative PCR: an

emerging technology hits the mainstream. Exp Hematol 2002, 30: 503–512.

3 Bustin SA. Absolute quantification of mRNA using real-time reverse tran-

scription polymerase chain reaction assays. J Mol Endocrinol 2000, 25:

169–193.

4 Lion T. Current recommendations for positive controls in RT-PCR assays.

Leukemia 2001, 15: 1033–1037.

5 de Kok JB, Roelofs RW, Giesendorf BA, Pennings JL, Waas ET, Feuth T

and Swinkels DW, et al. Normalization of gene expression measurements in

tumor tissues: comparison of 13 endogenous control genes. Lab Invest

2005, 85: 154–159.

6 Vandesompele J, De Preter K, Pattyn F, Poppe B, Van Roy N, De Paepe A

and Speleman F. Accurate normalization of real-time quantitative RT-PCR

data by geometric averaging of multiple internal control genes. Genome

Biol 2002, 3: RESEARCH0034.

7 Butte AJ, Dzau VJ and Glueck SB. Further defining housekeeping, or

‘maintenance’, genes focus on ‘A compendium of gene expression in

normal human tissues’. Physiol Genomics 2001, 7: 95–96.

8 Warrington JA, Nair A, Mahadevappa M and Tsyganskaya M. Comparison

of human adult and fetal expression and identification of 535 housekeeping/

maintenance genes. Physiol Genomics 2000, 2: 143–147.

9 Thellin O, Zorzi W, Lakaye B, De Borman B, Coumans B, Hennen G and

Grisar T, et al. Housekeeping genes as internal standards: use and limits.

J Biotechnol 1999, 75: 291–295.

10 Glare EM, Divjak M, Bailey MJ and Walters EH. Beta-actin and GAPDH

housekeeping gene expression in asthmatic airways is variable and not suit-

able for normalising mRNA levels. Thorax 2002, 57: 765–770.

11 Aerts JL, Gonzales MI and Topalian SL. Selection of appropriate control

genes to assess expression of tumor antigens using real-time RT-PCR.

BioTechniques 2004, 36: 84–86, 88, 90-81.

12 Oikarinen A, Makela J, Vuorio T and Vuorio E. Comparison on collagen

gene expression in the developing chick embryo tendon and heart. Tissue

and development time-dependent action of dexamethasone. Biochim

Biophys Acta 1991, 1089: 40–46.

13 Blanquicett C, Johnson MR, Heslin M and Diasio RB. Housekeeping gene

variability in normal and carcinomatous colorectal and liver tissues: applica-

tions in pharmacogenomic gene expression studies. Anal Biochem 2002,

303: 209–214.

14 Radonic A, Thulke S, Mackay IM, Landt O, Siegert W and Nitsche A.

Guideline to reference gene selection for quantitative real-time PCR.

Biochem Biophys Res Commun 2004, 313: 856–862.

15 Deindl E, Boengler K, van Royen N and Schaper W. Differential expression

of GAPDH and beta3-actin in growing collateral arteries. Mol Cell Biochem

2002, 236: 139–146.

16 Zhong H and Simons JW. Direct comparison of GAPDH, beta-actin, cyclo-

philin, and 28S rRNA as internal standards for quantifying RNA levels

under hypoxia. Biochem Biophys Res Commun 1999, 259: 523–526.

17 Coussens LM and Werb Z. Inflammation and cancer. Nature 2002, 420:

860–867.

18 Shacter E and Weitzman SA. Chronic inflammation and cancer. Oncology

(Williston Park) 2002, 16: 217–226, 229; discussion 230–212.

19 Hussain SP, Hofseth LJ and Harris CC. Radical causes of cancer. Nat Rev

Cancer 2003, 3: 276–285.

20 Dobrovolskaia MA and Kozlov SV. Inflammation and cancer: when

NF-kappaB amalgamates the perilous partnership. Curr Cancer Drug

Targets 2005, 5: 325–344.

21 de Visser KE, Eichten A and Coussens LM. Paradoxical roles of the

immune system during cancer development. Nat Rev Cancer 2006, 6:

24–37.

22 Fox JG and Wang TC. Inflammation, atrophy, and gastric cancer. J Clin

Invest 2007, 117: 60–69.

23 Szlosarek P, Charles KA and Balkwill FR. Tumour necrosis factor-alpha as

a tumour promoter. Eur J Cancer 2006, 42: 745–750.

24 Greten FR, Eckmann L, Greten TF, Park JM, Li ZW, Egan LJ and Kagnoff

MF, et al. IKKbeta links inflammation and tumorigenesis in a mouse model

of colitis-associated cancer. Cell 2004, 118: 285–296.

25 Balkwill F. Tumour necrosis factor and cancer. Nat Rev Cancer 2009, 9:

361–371.

26 Kim S and Kim T. Selection of optimal internal controls for gene expression

profiling of liver disease. BioTechniques 2003, 35: 456–458, 460.

27 Ohl F, Jung M, Xu C, Stephan C, Rabien A, Burkhardt M and Nitsche A,

et al. Gene expression studies in prostate cancer tissue: which reference gene

should be selected for normalization? J Mol Med 2005, 83: 1014–1024.

28 Ho MC, Lin JJ, Chen CN, Chen CC, Lee H, Yang CY and Ni YH, et al. A

gene expression profile for vascular invasion can predict the recurrence after

resection of hepatocellular carcinoma: a microarray approach. Ann Surg

Oncol 2006, 13: 1474–1484.

29 Steinau M, Rajeevan MS and Unger ER. DNA and RNA references for

qRT-PCR assays in exfoliated cervical cells. J Mol Diagn 2006, 8:

113–118.

30 Lallemant B, Evrard A, Combescure C, Chapuis H, Chambon G, Raynal

C and Reynaud C, et al. Reference gene selection for head and neck

Reference gene for qRT-PCR

Acta Biochim Biophys Sin (2013) | Volume 45 | Issue 9 | Page 785

D
ow

nloaded from
 https://academ

ic.oup.com
/abbs/article/45/9/780/1333 by guest on 18 April 2024



squamous cell carcinoma gene expression studies. BMC Mol Biol 2009,

10: 78.

31 Andersen CL, Jensen JL and Orntoft TF. Normalization of real-time quanti-

tative reverse transcription-PCR data: a model-based variance estimation ap-

proach to identify genes suited for normalization, applied to bladder and

colon cancer data sets. Cancer Res 2004, 64: 5245–5250.

32 Pfaffl MW, Tichopad A, Prgomet C and Neuvians TP. Determination of

stable housekeeping genes, differentially regulated target genes and sample

integrity: BestKeeper—Excel-based tool using pair-wise correlations.

Biotechnol Lett 2004, 26: 509–515.

33 Pikarsky E, Porat RM, Stein I, Abramovitch R, Amit S, Kasem S and

Gutkovich-Pyest E, et al. NF-kappaB functions as a tumour promoter in

inflammation-associated cancer. Nature 2004, 431: 461–466.

34 Knight B, Yeoh GC, Husk KL, Ly T, Abraham LJ, Yu C and Rhim JA,

et al. Impaired preneoplastic changes and liver tumor formation in tumor

necrosis factor receptor type 1 knockout mice. J Exp Med 2000, 192:

1809–1818.

35 Leibovich SJ, Polverini PJ, Shepard HM, Wiseman DM, Shively V and

Nuseir N. Macrophage-induced angiogenesis is mediated by tumour necro-

sis factor-alpha. Nature 1987, 329: 630–632.

Reference gene for qRT-PCR

Acta Biochim Biophys Sin (2013) | Volume 45 | Issue 9 | Page 786

D
ow

nloaded from
 https://academ

ic.oup.com
/abbs/article/45/9/780/1333 by guest on 18 April 2024



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile ()
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.5
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo false
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings false
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Preserve
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
    /Courier
    /Courier-Bold
    /Courier-BoldOblique
    /Courier-Oblique
    /Helvetica
    /Helvetica-Bold
    /Helvetica-BoldOblique
    /Helvetica-Oblique
    /Symbol
    /Times-Bold
    /Times-BoldItalic
    /Times-Italic
    /Times-Roman
    /ZapfDingbats
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 175
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50286
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG2000
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 20
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 175
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50286
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG2000
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 20
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages true
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 175
  /MonoImageDepth 4
  /MonoImageDownsampleThreshold 1.50286
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects true
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU ()
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [612.000 792.000]
>> setpagedevice


