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In traditional Chinese medicine (TCM), diagnosis and prescriptions are based on the signs and symptoms which are recognized
as ZHENG. The cornerstone of TCM is to differentially treat one ZHENG from others, which is also known as syndrome
differentiation, and this relies on the gathering of clinical information through inspection, auscultation and olfaction, inquiry,
and palpation. However, the biomolecular basis of the ZHENG remains unclear. In this study, the expressions of 384 cancer-related
miRNAs in salivary supernatant of patients with pancreatic cancer were assessed bymiRNApolymerase chain reaction (PCR) array,
and the different expression patterns of miRNA in three different groups of ZHENGwere studied with use of real-time quantitative
PCR (qRT-PCR). Some miRNAs were found to be specifically expressed in some ZHENGs, for instance, miR-17, miR-21, and miR-
181b in Shi-Re ZHENG and miR-196a in Pi-Xu ZHENG. This indicates that these miRNAs may play important roles in different
ZHENG condition. Therefore, this study to some extent revealed the molecular basis of TCM ZHENG in pancreatic cancer.

1. Introduction

Traditional Chinese medicine (TCM), with a history of more
than 3,000 years, emphasizes the comprehensive analysis
of clinical information collected through four combined
diagnostic methods: observation, auscultation and olfaction,
inquiry, and palpation. The patients’ disease condition will
be classified into a specific ZHENG, which is the basis of
prescription of Chinese herbs. ZHENG is the cornerstone
in traditional Chinese medicine (TCM) theories. In cancer
occurrence and its progression, a series of ZHENGs are
involved. In recent years, many studies showed that TCM
has certain advantages in the treatment of pancreatic cancer,
while inmost such studies it is difficult to interpret the advan-
tages due to the lack of evidence-based medicine design.
In TCM theory, the pathogenesis of pancreatic carcinoma
may be the accumulation of dampness and heat, or the
accumulation of dampness, heat, and toxicity. The related
literature review indicated that Shi-Re, Pi-Xu, and Xue-Yu
(dampness-heat, spleen-deficiency, and blood-stasis, resp.)
are the top three types of TCM ZHENG in pancreatic
cancer [1]. Accordingly, in this work, the expressions of some

miRNAs related to pancreatic cancer (PC) under different
ZHENGconditionswere studied, and this work is expected to
partially explore the molecular mechanism of TCM ZHENG
in pancreatic cancer.

MicroRNA (miRNA), which is closely associated with
the development of cancer, autoimmune disease, and other
diseases, is single-stranded noncoding RNA in a variety of
body fluids. During tumor development, aberrant expression
of miRNAs can either inactivate tumor suppressor genes or
activate oncogenes and thus promote tumor formation [2–
8]. The expression of miRNAs is tissue-specific, detectable in
blood [9], and correlated with clinical cancer development
[10]. MicroRNA is highly stable in body fluids and can be
easily detected. More and more scholars pay their attention
to its expression in body fluids. Body fluids collection is
convenient and trauma-free and thus can be easily accepted
by patients, and there is no risk of hematogenous spread of
diseases in sampling. Because detection of the expression
levels of salivary miRNAs is convenient and noninvasive, it
may be an option for early screening of pancreatic cancer. In
conclusion, the role of salivary miRNAs is worthy of further
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study.This study focused on the specific expression ofmiRNA
in the salivary supernatant in patients with pancreatic cancer,
and the correlation between ZHENG andmicroRNA expres-
sion in pancreatic cancer was also investigated. Based on our
results, the molecular basis of TCM ZHENG in pancreatic
cancer is partially revealed, which may help making clinical
syndrome differentiation and curative effect assessment for
the pancreatic cancer more objective and standardized.

2. Materials and Methods

2.1. Patients. Thirty patientswith newly diagnosed pancreatic
cancer in Shanghai Cancer Center were enrolled in this study.
Of all the patients (patient group), 17 were males and 13
were females, with age ranged from 33 to 78 years, and
all were not treated before this study, that is, not receiving
surgery, radiological, and interventional treatments. The
diagnosis of pancreatic ductal carcinoma was confirmed by
pathological results after surgery. Saliva from 32 healthy
volunteers was collected as control (control group), and
all volunteers had no history of cancer and family history
of cancer. The two groups were comparable regarding sex
and age (𝑃 > 0.05). The including criteria for patients
were as follows. (1) The diagnosis was confirmed by tissue
pathology. (2) All cases were newly diagnosed pancreatic
cancer. The excluding criteria for patients were as follows. (1)
Patients received surgery, radiological, and chemotherapeutic
treatments before the study. (2) Patients were complicated
with organic or functional heart, liver, kidney, and brain
diseases.

2.2. Saliva Supernatant Collection. Salivawas centrifugated at
2500 g for 10min at 4∘C, and the supernatant was collected
and centrifuged at 10,000 g for 1min to remove remaining
cells. The resultant supernatant was transferred into a new
tube and stored at −80∘C within 30min of collection prior
to RNA extraction (Figure 1).

2.3. RNA Isolation and Processing. The samples were cen-
trifuged at 2500 g for 10min, and only the supernatant was
used for RNA extraction. Soluble miRNAs in supernatant
were isolated with use of the miRNeasy Serum/Plasma Kit
(Qiagen) according to the manufacturer’s protocol. RNA was
eluted in 14 uL of RNase-free water. cDNA was generated by
miScript RTII kit (Qiagen) according to the manufacturer’s
recommendations. The prepared cDNA was diluted 1 : 4 in
RNase-free water, 5 uL of the diluted cDNAwas preamplified
with the Qiagen miScript preAMP PCR kit, and then the
preamplified cDNA was diluted 5-fold before qPCR detec-
tion.

2.4. Measurement of miRNAs. miRNA profiling was per-
formed with use of miScript miRNA PCR array human
miRNome (384-well plate) from Qiagen. For subsequent
evaluations of candidate miRNAs, custom Qiagen 384-well
plates with specific primer probes were used. A SYBR Green-
based qPCR was performed with 2 uL cDNA in a 10 uL reac-
tion volume in the Applied Biosystems 7900HT Fast Real-
Time PCR System instrument, and the reaction conditions
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Figure 1: Work flow for processing salivary supernatant from 32
healthy volunteers and 30 PC patients and then screening 384
cancer-related miRNAs.

were as follows: 15min at 95∘C and 40 cycles of 15 s at 94∘C,
30 s at 60∘C, and 30 s at 72∘C. All qPCR experiments were
performed in 384-well plates, with a set of technical controls
included on each plate (Caenorhabditis elegansmiR-39 (C.el-
miR-39), which was used as the spike-in control, andmiRTC,
which is a Qiagen proprietary synthetic oligonucleotide). To
assess recoveries after RNA isolation, C.el-miR-39 was spiked
into the sample before the extraction process. The efficiency
of reverse transcription with miRTC was assessed, which
was present in the nucleic acid mixture that was reverse-
transcribed, preamplified, and detected by real-time qPCR.

2.5. miRNA Expression by Real-Time Quantitative Polymerase
Chain Reaction. Selected microRNAs were measured using
individual Qiagen microRNA arrays, with TaqMan reagents
(RT mix and Universal Master Mix II). For saliva sam-
ples, Megaplex RT and preamplification were conducted to
increase the limit of miRNA detection. RQ Manager 1.2
Software (ABI) was applied to generate Ct values. Relative
miRNA levels were determined by ΔΔCt using endogenous
controls (miR-16). Ct values ≥ 35 were considered as negative
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Table 1: RT primers for amplification of the human mature miRNAs used in validation of microRNA microarray results.

Name RT primer Product length (bp)

miR-16
F primer 5󸀠-CGCGCTAGCAGCACGTAAATA-3󸀠

71R primer 5󸀠-GTGCAGGGTCCGAGGT-3󸀠

Probe 5󸀠-TTCGCACTGGATACGACCGCCAA-3󸀠

miR-17
F primer 5󸀠-CGGCGGCAAAGTGCTTACAG-3󸀠

73R primer 5󸀠-GTGCAGGGTCCGAGGT-3󸀠

Probe 5󸀠-TTCGCACTGGATACGACCTACCTGCA-3󸀠

miR-21
F primer 5󸀠-GCGGCGGCTAGCTTATCAGAC-3󸀠

74R primer 5󸀠-GTGCAGGGTCCGAGGT-3󸀠

Probe 5󸀠-TTCGCACTGGATACGACTCAACATCAG-3󸀠

miR-181a
F primer 5󸀠-GCCCGAACATTCAACGCTGT-3󸀠

72R primer 5󸀠-GTGCAGGGTCCGAGGT-3󸀠

Probe 5󸀠-TTCGCACTGGATACGACACTCACCG-3󸀠

miR-181b
F primer 5󸀠-CGCGCAACATTCATTGCTGT-3󸀠

66R primer 5󸀠-GTGCAGGGTCCGAGGT-3󸀠

Probe 5󸀠-TTCGCACTGGATACGACACCCAC-3󸀠

miR-196a
F primer 5󸀠-CGGCTTTGGCACTAGCACATT-3󸀠

71R primer 5󸀠-GTGCAGGGTCCGAGGT-3󸀠

Probe 5󸀠-TTTGCGCACTGGATACGACAGCAA-3󸀠

amplification. Real-time PCR was performed using the miS-
cript SYBR green PCR kit (Qiagen) according to the man-
ufacturer’s instructions. Five selective miRNA-specific RT
primers were designed by primer premier 5.0 (Table 1). miR-
16 were used as the endogenous normalizer to calculate the
respective relative concentrations for the candidate miRNAs
(Qiagen). Relative levels of miRNAs were assessed using the
ΔΔCt method.

2.6. Analysis ofmiRNAs in Salivary Supernatant and Statistical
Analysis. The results from the qPCR reaction with SDS 2.4
software (Applied Biosystems) were obtained as threshold
cycle values with automatic threshold and baseline values.
All data were presented as mean ± standard deviation (SD).
All statistics were performed with use of SPSS version 16.0.
The results were then comparedwith use of one-way ANOVA
with LSD among multiple groups or student 𝑡-test between
two groups. Values of 𝑃 < 0.05 were considered statistically
significant in all tests.

3. Results

3.1. Candidate miRNAs Differentially Expressed in Patients
with Pancreatic Cancer and in Healthy Controls. An miRNA
PCR array (miRBase version 18, containing 384 miRNAs;
Qiagen) was used to detect the miRNAs fraction in salivary
supernatant of 30 patients with pancreatic cancer and 32
healthy controls (Figure 1). Nineteen miRNAs were screened
for the next phase of our study (Table 2). Custom qRT-PCR
was performed to analyze the relative concentrations of the
19 candidate miRNAs in the saliva supernatant of the 30
patients and the 32 healthy volunteers (Figure 1). Of the
384 miRNAs investigated, 130 were upregulated more than

5-fold in patients with PC, among which 111 miRNAs were
excluded since the difference was not significant (𝑃 > 0.01).
Among the 19 eligible miRNAs (Figure 2), the top 5 miRNA
candidates (miR-17, miR-21, miR-181a, miR-181b, and miR-
196a) differentially expressed in the saliva samples of PC
patients and healthy volunteers were chosen to be further
confirmed in a larger cohort (based on miRWalk database
https://www.ebi.ac.uk/arrayexpress/experiments/E-GEOD-
53325/?query=saliva).

3.2. Relative Expression Levels of miR-17, miR-21, miR-181b,
and miR-196a Were Different in Three ZHENGs of Pancre-
atic Cancer. The relative expression levels of miRNAs in
3 ZHENGs were studied, including Shi-Re ZHENG (𝑛 =
58), Pi-Xu ZHENG (𝑛 = 50), and Xue-Yu ZHENG
(𝑛 = 45). Demographic data and clinical information of
the participants were summarized in Table 3. The mean
relative expression levels of miR-17, miR-21, and miR-181b
in the saliva were significantly higher in patients with Shi-
Re ZHENG than in patients with the other two ZHENGs
(𝑃 < 0.05), whereas expression level of miR-196a was
significantly higher in the Pi-Xu ZHENG group than in other
two groups (𝑃 < 0.05) (Figure 3). The degree of upreg-
ulation of miR-196a was approximately 10-fold (𝑃 < 0.05)
(Figure 3). The specific expressions of miR-17, miR-21, and
miR-181b were able to distinguish Shi-Re ZHENG from the
other two ZHENGs (𝑃 < 0.05), while Pi-Xu ZHENG was
related to the higher expression of miR-196a. This may indi-
cate the different molecular mechanisms of the syndromes in
traditional Chinese medicine (ZHENG).ThemiRNA expres-
sion difference in the three different ZHENGs highlights the
fact that these miRNAs play an important role, not only in
the diseased human physiology but also in different ZHENG
condition.
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Table 2: The expression level of pancreatic cancer related miRNAs in salivary supernatant.

miRNA Function The relative quantitative expression Fold change Reference
let-7i-3p Antioncogene Down 67.96 [11]
miR-15b Antioncogene Down 77.73 [12]
miR-17 Oncogene Up 425.26 [13]
miR-20a Oncogene Up 5.19 [13]
miR-21 Oncogene Up 388.16 [14]
miR-27a Oncogene Up 5.65 [15]
miR-181a Oncogene Up 156.43 [16]
miR-181b Oncogene Up 362.49 [16]
miR-132 Oncogene Up 9.415 [17]
miR-155 Oncogene Up 9.56 [18]
miR-212 Oncogene Up 11.87 [17]
miR-222 Oncogene Up 6.38 [16]
miR-200a Oncogene Up 10.7 [19]
miR-200b Oncogene Up 5.39 [12]
miR-10a Oncogene Up 32.82 [20]
miR-190 Oncogene Up 6.63 [12]
miR-192 Oncogene Up 6.22 [21]
miR-194 Oncogene Up 18.2 [22]
miR-196a Oncogene Up 6.14 [16]
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Figure 2: Heatmap showing the fold changes in values of the 384miRNAs in 32 healthy volunteers and 30 PC patients individually, compared
with the mean of the healthy volunteers, a panel of the 19 selected miRNAs with proper melting curves, with miRNA values > 5-fold higher
(𝑃 < 0.05) in PC patients than in healthy individuals.
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Table 3: Baseline patient characteristics in the 3 groups of ZHENG
associated with pancreatic cancer.

Clinical features 153 patients
Sex

Male 76 (49.7%)
Female 77 (50.3%)

Median age (years) 58.8
Three TCM ZHENGs

Shi-Re (dampness-heat) 58 (37.9%)
Pi-Xu (spleen-deficiency) 50 (32.7%)
Xue-Yu (blood-stasis) 45 (29.4%)

Treatment
Cycle of TCM-based therapy ≥2
Median duration (day) 62 (54.1–69.9)

Response
Disease progression 74 (49.7%)
Grade 3-4 toxicity 36 (24.6%)
Alternative treatment 43 (25.6%)
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Figure 3: Comparison of differentially expression of 19 miRNAs
among 3 ZHENGs of PC (Shi-Re ZHENG, Pi-Xu ZHENG, and Xue-
Yu ZHENG) using the qRT-PCR; the bars indicate the fold change
which was determined for the ratio of the expression of the PC
salivary to the expression of the controls ∗𝑃 < 0.05.

3.3. Inter- and Intra-Assay Imprecision. The entire experi-
ment was performed with use of 384-well custom plates,
each of which contained probes for the snoRNA/snRNAPCR
Controls, C.el-miR-39 Primer, the miRTC oligonucleotide,
and Positive PCR Control. All samples demonstrated good
RNA recoveries (as measured by C.el-miR-39), with a mean
intra-assay coefficient of variation (CV) of 7.2% and a
mean interassay CV of 8.4% across all 153 samples and 2
plates. miRTC was used to measure the efficiency of reverse
transcription. The mean intraplate CV (2.7%) and interplate
CV (4.7%) indicated that the reverse-transcription reactions
occurred at equivalent efficiencies across all samples. No
template-control reactions and reactions without the reverse

transcriptase were performed to determine whether the
reverse transcription and PCR reactions worked properly.
The melting temperatures of each miRNA were checked for
all 153 samples to ensure the specificity of the probe and the
mean (SD) melting temperature across all samples.

4. Discussion

In the clinical practice of traditional Chinese medicine
(TCM), remedy prescription is made for different ZHENG
(also known as syndrome), which is the objective classifi-
cation of the patients’ disease condition. ZHENG is kind of
classification based on experience according to the patients
conditions, and the prescription of herbs is made for different
syndromes of TCM. ZHENG is also a kind of pathology
of the disease development of a body in a certain stage. It
reflects the nature of pathological change at a certain stage
and reveals the intrinsic quality of disease more completely,
profoundly, and accurately than symptoms [23]. However,
the biomolecular basis of the ZHENG remains unclear. In
recent years, TCM has shown certain advantages in treating
pancreatic cancer, while the results from most of these
studies are difficult to be widely applied due to the lack of
enough evidence-based medicine arguments as well as few
studies on TCM ZHENG of pancreatic cancer. Compared
with biomolecular science and Western medicine, ZHENG
in TCM is short of objectivity, accuracy, and reproducibility.
Since their discovery in human plasma, extracellularmiRNAs
have been explored as biomarkers of cancer. Method for
miRNA detection in peripheral blood has been well devel-
oped, and it is accurate and stable. The value of miRNA as a
diagnostic marker has been confirmed due to its highly stable
expression in peripheral blood and close association with
tumor pathological process, tumor source, and particular
functions [10–12, 14].

Several studies have found stable miRNA profiles in
bodily fluids, such as saliva, which is a complex liquid that
comprises secretions from the major and minor salivary
glands. There is also an extensive blood supply to these
glands. Molecules present in plasma are also present in
saliva, such as DNA, RNA, and proteins [24]. Therefore,
tumor-related miRNAs may similarly exist in saliva. There
are emerging studies which have demonstrated that cancer-
derived exosome-like microvesicles are capable of activat-
ing transcription in salivary gland cells and altering the
salivary gland cell-derived exosome-like microvesicles [25].
The finding indicated that tumor-derived exosomes could
function as the shuttle between the distal tumor and the oral
cavity leading to the development of discriminatory salivary
biomarkers. In general, the salivary tumor-related miRNAs
may come from the blood supplying to salivary glands or
the cancer-derived exosome-like microvesicles, which need
further studies to be confirmed.

Saliva is a mixture of proteins, DNA, RNA, fatty acids,
and a variety of microbes, and it can be the feasible sample
for the diagnosis of a variety of diseases. Researchers from
Scripps Research Institute of University of Rochester, UCLA,
and UCSF analyzed the protein components from parotid
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gland, submaxillary gland, and sublingual gland secretions
and finally identified a total of 1116 different proteins [26].
They compared these proteins with proteins in blood and
tears and finally found some proteins in saliva, matched with
proteins in blood, which play a role in Alzheimer’s disease,
breast cancer, and diabetes. The proteins studied in this work
can be used to construct a proteomic map of saliva and also
can be used as the biomarkers for PC diagnosis.

In recent years, there are tremendous works of body
fluids for the diagnosis of disease. MicroRNA in saliva, as
a new diagnostic marker, is also a hot topic. Park et al.
[27] reported 50 kinds of miRNAs in the supernatants of
saliva from patients with oral squamous cell carcinoma.
Further study showed that levels of miR-125a and miR-200a
were significantly lower in saliva of patients than in that
of healthy subjects. Liu et al. [28] found that expression of
miR-31 in supernatant of body fluids from OSCC patients
was significantly higher than in that of healthy subjects,
and the expression level decreased after tumor resection,
which indicates that miRNAs could be used in the diagnosis
and prognosis of OSCC. At the same time, researchers have
isolated miRNAs from saliva of healthy people and patients
with Sjogren’s syndrome [29]. Similarly, there could be some
miRNAs in saliva, which can reflect the tumorigenesis, devel-
opment, and metastasis, as well as prognosis of pancreatic
cancer. Our study aims to find the new pancreatic cancer
biomarkers in saliva by screening differentially expressed
miRNAs in pancreatic cancer patients and healthy population
and further to identify the specific miRNAs particularly
expressed in different ZHENGs of pancreatic cancer. To our
knowledge, there were no such studies described the salivary
miRNome in the clinical setting of ZHENG before this study.

In this work, we isolated and analyzed 384 miRNAs in
the salivary supernatant from patients with PC and healthy
controls; 19 miRNAs were identified to be differentially
expressed between patients with PC (𝑛 = 30) and healthy
controls (𝑛 = 32). This is in agreement with previously
published microRNA profiling studies, most of which have
shown thatmicroRNA expression in serum or tumor samples
seems globally higher than in normal samples [11–13, 15–22].
Interestingly, the differentially expressed miRNAs described
here (including let-7, miR-21, and miR-181a) are similar
to those previously published microRNA profiling studies.
However, some of the differentially expressed microRNAs
described in this study are not consistent with the reported
study [30]. This discrepancy could be due to the patient indi-
vidual differences, RNA degradation due to salivary amylase,
and the influence of salivary collection method. Our results
indicate that differentially expressed miRNAs may play an
important role in development and progression of PC by
deregulating specific target oncogenes or tumor suppressors.
Furthermore, the same miRNA may play opposite roles in
tumor pathogenesis, that is, as an oncogene in certain cancers
and as a tumor suppressor in others [31].Therefore, targets of
most of the miRNAs including their pathways and functions
still remain to be studied urgently. The sample size for our
microarray analysis is relatively small. However, this is not
like those studies of mRNA gene marker screening, which

may need large sample size to obtain reliable profile. In this
work, a limited number of microRNAs were studied.

Nineteen miRNAs were chosen for the further analysis
in another 153 patients. There were significant differences
in the expression of 4 microRNAs (miR-17, miR-21, miR-
181b, and miR-196a) in three patient groups with different
ZHENG. These results suggest that microRNAs may play an
important role in themolecular pathogenesis of PC and could
be included as one of the indicators for distinguishing the
syndromes of traditional Chinese medicine (ZHENG). No
such data was reported concerning the miR-17 miR-21, miR-
181b, and miR-196a and their relevance to clinicopathologic
behavior and syndromes of traditional Chinese medicine in
patients with PC previously.

However, some studies have demonstrated a link between
these 4miRNAs and the prognosis in pancreatic cancer.MiR-
17-5p is reported to be overexpressed in pancreatic cancer,
and it plays an important role in carcinogenesis and cancer
progression [32]. Serum exosomal miR-17 was higher in PC
patients than in non-PC patients and healthy participants.
High levels of miR-17 were significantly correlated with
metastasis and advanced stage of PC [33].The former studies
have identified miR-21 as overexpressed in early pancreatic
cancer lesions, pancreatic tumors, and pancreatic cancer-
derived cell lines [34]. miR-21 is one of the most cited
miRNAs and has emerged as the miRNA most frequently
associated with poor outcome in cancer [35]. MiR-21 and
miR-196a were overexpressed in pancreatic carcinomas com-
pared to benign aspirates [36]. Some study suggested that the
expression of miR-181b was higher in cell lines of pancreatic
cancer, such as BxPC3, Panc1, and PSN1 cells [37]. In brief,
these 4 miRNAs may play a role of oncogene in pancreatic
cancer and it may become a new early diagnosis mark and
therapy target of pancreatic cancer. Unlike miR-17 and miR-
21, which are all deregulated in the same direction in a
variety of cancers [13, 14], members of the miR-181 family
are upregulated in some cancers and downregulated in others
[38–41]. It has been reported that miR-181 downregulates the
homeobox protein Hox-A11, which acts as a suppressor in
differentiation process, and thus a functional link between
miR-181 family and the complicated process of differentiation
was established. Based on this, the discrepancies could also
be due to microRNA target differences in different tumor
differentiation stage and microenvironment. However, the
precise targets of miRNA in patients with various ZHENGs
remain unclear at present, and how miRNA is involved
in tumor formation and affects the prognosis also remains
unclear.

This study mainly focuses on the investigation of search-
ing for the correlation between the expression of miRNAs
in saliva and the syndromes. At the same time, we hoped to
find the discriminatory salivary biomarkers, which could be
readily detected upon the development of pancreatic cancer.
The main purpose of this paper is exploring the relationship
betweenmiRNAs in salivary supernatant and the syndromes,
making clinical syndrome differentiation and curative effect
assessment for the pancreatic cancer more objective and
standardized.
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5. Conclusions

In summary, miRNAs in salivary supernatant of PC patients
were studied and 4 miRNAs were identified, that is, miR-
17, miR-21, miR-181b, and miR-196a, as sensitive indicators
for treatment based on syndrome differentiation. However,
there are some limitations in this work. Firstly, the sample
size of this study is relatively small, and therefore, to confirm
the results, further study with larger sample size is required.
Secondly, although salivary supernatant from healthy people
is used as control in gene profiling analysis, oral foreign body,
such as food debris, may contaminate the results by changing
the ingredient andpercentage ofmiRNA.Thismay contribute
to controversial reports on miRNA expression in cancer.
Thirdly, the precise roles of these 4 miRNAs (miR-17, miR-21,
miR-181b, and miR-196a) and their target mRNAs regulation
in PC progression remain unclear. Further in vitro and in
vivo studies should be performed to enrich the knowledge
of this nascent field. Nevertheless, our results indicate that
these 4 miRNAs may be good candidate molecular markers
in ZHENG differentiation.

Conflict of Interests

The authors declare that there is no conflict of interests
regarding the publication of this paper.

Acknowledgments

This study was supported by Grants of Chinese Integra-
tive Medicine Science Fund of Shanghai (no. ZXYK-1214),
Shanghai TCM Development Action Plan for the Research
Projects (ZYSNXD-CC-ZDYJ037), and National Natural Sci-
ence Foundation of China (no. 81273953).

References

[1] Z. Chen and P.Wang, “Clinical distribution andmolecular basis
of traditional Chinese medicine ZHENG in cancer,” Evidence-
Based Complementary and Alternative Medicine, vol. 2012,
Article ID 783923, 8 pages, 2012.

[2] W. Zhang, J. E. Dahlberg, andW. Tam, “MicroRNAs in tumori-
genesis: a primer,” The American Journal of Pathology, vol. 171,
no. 3, pp. 728–738, 2007.

[3] A. Y.Nikitin andD.C. Corney, “MicroRNAand ovarian cancer,”
Histology and Histopathology, vol. 23, no. 9, pp. 1161–1169, 2008.

[4] L. Zhang, S. Volinia, M. J. Birrer et al., “Genomic and epige-
netic alterations deregulate microRNA expression in human
epithelial ovarian cancer,” Proceedings of the National Academy
of Sciences of the United States of America, vol. 105, no. 19, pp.
7004–7009, 2008.

[5] A. Giannakakis, G. Coukos, A. Hatzigeorgiou, R. Sandalt-
zopoulos, and L. Zhang, “miRNA genetic alterations in human
cancers,” Expert Opinion on Biological Therapy, vol. 7, no. 9, pp.
1375–1386, 2007.

[6] N. Yang, G. Coukos, and L. Zhang, “MicroRNAepigenetic alter-
ations in human cancer: one step forward in diagnosis and
treatment,” International Journal of Cancer, vol. 122, no. 5, pp.
963–968, 2008.

[7] F. J. Slack and J. B. Weidhaas, “MicroRNA in cancer prognosis,”
TheNew England Journal of Medicine, vol. 359, no. 25, pp. 2720–
2722, 2008.

[8] S. Deng, G. A. Calin, C. M. Croce, G. Coukos, and L. Zhang,
“Mechanisms ofmicroRNAderegulation in human cancer,”Cell
Cycle, vol. 7, no. 17, pp. 2643–2646, 2008.

[9] K. E. Resnick, H. Alder, J. P. Hagan, D. L. Richardson, C.
M. Croce, and D. E. Cohn, “The detection of differentially
expressed microRNAs from the serum of ovarian cancer
patients using a novel real-time PCR platform,” Gynecologic
Oncology, vol. 112, no. 1, pp. 55–59, 2009.

[10] S.-L. Yu, H.-Y. Chen, G.-C. Chang et al., “MicroRNA signature
predicts survival and relapse in lung cancer,” Cancer Cell, vol.
13, no. 1, pp. 48–57, 2008.

[11] J. Torrisani, B. Bournet, M. C. Du Rieu et al., “Let-7 microRNA
transfer in pancreatic cancer-derived cells inhibits in vitro cell
proliferation but fails to alter tumor progression,”Human Gene
Therapy, vol. 20, no. 8, pp. 831–844, 2009.

[12] Y. Zhang, M. Li, H. Wang et al., “Profiling of 95 MicroRNAs in
pancreatic cancer cell lines and surgical specimens by real-time
PCR analysis,”World Journal of Surgery, vol. 33, no. 4, pp. 698–
709, 2009.

[13] S. Volinia, G. A. Calin, C. G. Liu et al., “AmicroRNA expression
signature of human solid tumors defines cancer gene targets,”
Proceeding of the National Academy of Sciences of the USA, vol.
103, no. 7, pp. 2257–2261, 2006.

[14] T. Moriyama, K. Ohuchida, K. Mizumoto et al., “MicroRNA-
21 modulates biological functions of pancreatic cancer cells
including their proliferation, invasion, and chemoresistance,”
Molecular CancerTherapeutics, vol. 8, no. 5, pp. 1067–1074, 2009.

[15] Y.Ma, S. Yu,W. Zhao, Z. Lu, and J. Chen, “MiR-27 a regulates the
growth, colony formation and migration of pancreatic cancer
cells by targeting Sprouty2,” Cancer Letters, vol. 298, no. 2, pp.
150–158, 2010.

[16] X. Kong, Y. Du, G. Wang et al., “Detection of differentially
expressed microRNAs in serum of pancreatic ductal adenocar-
cinoma patients: miR-196a could be a potential marker for poor
prognosis,” Digestive Diseases and Sciences, vol. 56, no. 2, pp.
602–609, 2011.

[17] J. Park, J. C. Henry, J. Jiang et al., “MiR-132 and miR-212 are
increased in pancreatic cancer and target the retinoblastoma
tumor suppressor,” Biochemical and Biophysical Research Com-
munications, vol. 406, no. 4, pp. 518–523, 2011.

[18] M. Gironella, M. Seux, M. Xie et al., “Tumor protein 53-
induced nuclear protein 1 expression is repressed by miR-155,
and its restoration inhibits pancreatic tumor development,”
Proceedings of the National Academy of Sciences of the United
States of America, vol. 104, no. 41, pp. 16170–16175, 2007.

[19] A. Li, N. Omura, S. M. Hong et al., “Pancreatic cancers epige-
netically silence SIP1 and hypomethylate and overexpress miR-
200a/200b in association with elevated circulating miR-200a
andmiR-200b levels,” Cancer Research, vol. 70, no. 13, pp. 5226–
5237, 2010.

[20] F. U. Weiss, I. J. Marques, J. M. Woltering et al., “Retinoic acid
receptor antagonists inhibit miR-10a expression and block
metastatic behavior of pancreatic cancer,”Gastroenterology, vol.
137, no. 6, pp. 2136–2145, 2009.

[21] M. H. Zhu, C. Y. Zhao, M. Shi et al., “Pancreatic cancer specific
microRNA as serological markers, Chinese Medical Associa-
tion branch pathology,” inAcademic Conference Proceedings, pp.
128–213, 2010.



8 BioMed Research International

[22] S. T. Mees, W. A. Mardin, C. Wendel et al., “EP300—a miRNA-
regulated metastasis suppressor gene in ductal adenocarcino-
mas of the pancreas,” International Journal of Cancer, vol. 126,
no. 1, pp. 114–124, 2010.

[23] Z. Chen, L. Chen, P.Wang,H.Dai, S. Gao, andK.Wang, “Tumor
microenvironment varies under different TCM ZHENG mod-
els and correlates with treatment response to herbal medicine,”
Evidence-Based Complementary and Alternative Medicine, vol.
2012, Article ID 635702, 10 pages, 2012.

[24] Y. Lee and D. T. Wong, “Saliva: an emerging biofluid for early
detection of diseases,” The American Journal of Dentistry, vol.
22, no. 4, pp. 241–248, 2009.

[25] C. S. Lau and D. T. W. Wong, “Breast cancer exosome-like
microvesicles and salivary gland cells interplay alters salivary
gland cell-derived exosome-like microvesicles in vitro,” PLoS
ONE, vol. 7, no. 3, Article ID e33037, 9 pages, 2012.

[26] P. Denny, F. K.Hagen,M.Hardt et al., “The proteomes of human
parotid and submandibular/sublingual gland salivas collected
as the ductal secretions,” Journal of Proteome Research, vol. 7,
no. 5, pp. 1994–2006, 2008.

[27] N. J. Park, H. Zhou, D. Elashoff et al., “Salivary microRNA:
discovery, characterization, and clinical utility for oral cancer
detection,” Clinical Cancer Research, vol. 15, no. 17, pp. 5473–
5477, 2009.

[28] C.-J. Liu, S.-Y. Kao, H.-F. Tu, M.-M. Tsai, K.-W. Chang, and S.-
C. Lin, “Increase of microRNAmiR-31 level in plasma could be
a potential marker of oral cancer,” Oral Diseases, vol. 16, no. 4,
pp. 360–364, 2010.

[29] A. Michael, S. D. Bajracharya, P. S. T. Yuen et al., “Exosomes
from human saliva as a source of microRNA biomarkers,” Oral
Diseases, vol. 16, no. 1, pp. 34–38, 2010.

[30] N. Yanaihara, N. Caplen, E. Bowman et al., “Unique microRNA
molecular profiles in lung cancer diagnosis and prognosis,”
Cancer Cell, vol. 9, no. 3, pp. 189–198, 2006.

[31] W. Gao, Y. Yu, H. Cao et al., “Deregulated expression of miR-
21, miR-143 and miR-181a in non small cell lung cancer is
related to clinicopathologic characteristics or patient progno-
sis,” Biomedicine and Pharmacotherapy, vol. 64, no. 6, pp. 399–
408, 2010.

[32] H. J. Yan, W. S. Liu, W. H. Sun et al., “MiR-17-5p inhibitor
enhances chemosensitivity to gemcitabine via upregulating Bim
expression in pancreatic cancer cells,” Digestive Diseases and
Sciences, vol. 57, no. 12, pp. 3160–3167, 2012.

[33] R. Que, G. Ding, J. Chen, and L. Cao, “Analysis of serum exo-
somal microRNAs and clinicopathologic features of patients
with pancreatic adenocarcinoma,” World Journal of Surgical
Oncology, vol. 11, article 219, 2013.

[34] M. C. Du Rieu, J. Torrisani, J. Selves et al., “MicroRNA-21 is
induced early in pancreatic ductal adenocarcinoma precursor
lesions,” Clinical Chemistry, vol. 56, no. 4, pp. 603–612, 2010.

[35] V. S. Nair, L. S. Maeda, and J. P. A. Ioannidis, “Clinical outcome
prediction by microRNAs in human cancer: a systematic
review,” Journal of the National Cancer Institute, vol. 104, no. 7,
pp. 528–540, 2012.

[36] N. C. Panarelli, Y. T. Chen, X. K. Zhou, N. Kitabayashi, and R. K.
Yantiss, “MicroRNA expression aids the preoperative diagnosis
of pancreatic ductal adenocarcinoma,” Pancreas, vol. 41, no. 5,
pp. 685–690, 2012.

[37] D. Takiuchi, H. Eguchi, H. Nagano et al., “Involvement of
microRNA-181b in the gemcitabine resistance of pancreatic
cancer cells,” Pancreatology, vol. 13, no. 5, pp. 517–523, 2013.

[38] L. Shi, Z. Cheng, J. Zhang et al., “hsa-mir-181a and hsa-mir-181b
function as tumor suppressors in human glioma cells,” Brain
Research, vol. 1236, pp. 185–193, 2008.

[39] A. Bottoni, M. C. Zatelli, M. Ferrcin et al., “Identification of
differentially expressed microRNAs by microarray: a possible
role for microRNA genes in pituitary adenomas,” Journal of
Cellular Physiology, vol. 210, no. 2, pp. 370–377, 2007.

[40] R. Visone, L. Z. Rassenti, A. Veronese et al., “Karyotype-specific
microRNA signature in chronic lymphocytic leukemia,” Blood,
vol. 114, no. 18, pp. 3872–3879, 2009.

[41] I. Naguibneva, M. Ameyar-Zazoua, A. Polesskaya et al., “The
microRNAmiR-181 targets the homeobox proteinHox-A11 dur-
ing mammalian myoblast differentiation,” Nature Cell Biology,
vol. 8, no. 3, pp. 278–284, 2006.


