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ABSTRACT
Circulating microRNAs presented in venous plasma have been demonstrated as
powerful biomarkers for the complex diseases like cancer. Nevertheless, those presented
in arterial plasma remained largely unexplored. Here, using microarray technique, we
compared microRNA expression profiles of the matched arterial and venous plasma
samples from the same male rats. Though the microRNA profiles were largely similar, we
identified 24 differentially expressed microRNAs, including 10 arterial highly expressed
microRNAs and 14 venous highly expressed microRNAs. The differentially expressed
microRNAs were validated by qRT-PCR. Computational analysis of these microRNAs and
their targets indicated that arterial highly expressed microRNAs were overrepresented
for functional terms like hematopoiesis and diseases like Crohn's Disease and leukemia;
while venous highly expressed microRNAs were enriched for cell differentiation function,
and diseases like distal myopathies and heart failure. Our analysis also suggested
significant correlations between plasma microRNA expression and tissue microRNA
expression. Four arterial highly expressed microRNAs also showed enriched expression
in specific tissues and would be novel biomarker candidates.

plasma microRNA expression profiles from patients with
Takotsubo cardiomyopathy or acute myocardial infarction,
miR-16 and miR-26a were found to be highly expressed in
Takotsubo cardiomyopathy patients, while miR-1 and miR133a were highly expressed in acute myocardial infarction
patients. These microRNAs, when used in combination, were
proven to be an accurate biomarker for discriminating these
clinically indistinguishable, life threatening diseases [9].
Finally, by comprehensive profiling of blood microRNAs
from 454 individuals, the deregulated circulating
microRNAs across 14 disease situations (including but not
limited to lung cancer, pancreatic ductal adenocarcinoma,
melanoma) were screened and demonstrated [7].
However, it is noteworthy that most current
circulating microRNA biomarkers were discovered in
venous blood samples, and the arterial blood samples

INTRODUCTION
MicroRNAs, as the core component of the posttranscriptional regulation machinery, play important
roles in many biological processes like cell proliferation,
differentiation, stress response and apoptosis [1].
Accumulating evidence has suggested the wide associations
between deregulation of intracellular microRNAs and
complex diseases like cancer, cardiovascular diseases
and metabolic diseases [2–5]. Moreover, the microRNAs
presented in the blood, also known as circulating
microRNAs, were recently proposed to be promising
biomarkers and targets for the disease diagnosis and therapy
[6–9]. For example, elevated expression of miR-21 in venous
plasma was observed in patients with non-small-cell lung
carcinoma and gastric cancer [8]. By comparing the venous
www.impactjournals.com/oncotarget

28471

Oncotarget

remained unexplored, partly due to 1) As for the clinical
reality, the venous blood sample is used for most cases
since it is safer and easier to obtain; 2) As for the
biomedical researchers, there is an intuitive, yet nonvalidated assumption that the microRNA profiles in arterial
and venous plasma should be identical. In this study, we
examined whether microRNAs were uniformly expressed
in matched arterial and venous plasma samples from three
healthy male rats using microarray technique (Figure
1). Surprisingly, 24 differentially expressed microRNAs
were identified between two groups of plasma samples.
The function and disease associations of these microRNAs
were analyzed. Finally, we found arterial expression
profile of microRNAs exhibited significant positive
correlation with tissue microRNA expression profiles, and
such correlation was at least comparable to the correlation
between venous microRNA expression profile and tissue
microRNA expression profiles. MicroRNAs showing
enriched expression in specific tissues were also presented
in arterial plasma. These results indicate the potential
of arterial plasma microRNAs as novel biomarkers for
disease prevention and therapy.

Because the plasma samples were exactly matched, we
adopted paired t-test and a P-value cutoff of 0.025 to
identify differentially expressed microRNAs. In line
with the intuitive assumption, the microRNA expression
profiles in arterial and venous plasma samples were highly
similar (Spearman correlation coefficient = 0.863, P-value
< 1e-200). However, these profiles were not identical
since 24 differentially expressed microRNAs were
identified between two groups, including 10 arterial highly
expressed microRNAs and 14 venous highly expressed
microRNAs (Table 1). A heat map of these differentially
expressed microRNAs is shown in Figure 2A. It could
be observed that the matched samples from the same
individual were clustered together, but the expression
of these differentially expressed microRNAs exhibited
consistent changes between two groups of plasma samples
for all individuals. For example, rno-miR-139-3p was
consistently up-regulated in arterial plasma compared
with venous plasma, though the absolute expression level
might vary between individuals (Table 1). To test whether
the identified consistently changed microRNAs could be
randomly expected, we shuffled the expression profile of
each plasma sample and re-performed the paired t-test for
100 times. As shown in Figure 2B, the observed number of
differentially expressed microRNAs was obviously higher
than the number resulted from the randomized expression
profiles (4 and 8 on average, for arterial and venous
plasma samples, respectively). This result indicated that
the observed differentially expressed microRNAs were
non-random.
Since there was non-negligible influence of
individual variability on the plasma microRNA expression

RESULTS
Non-identical microRNA expression profiles
between arterial and venous plasma
We isolated plasma samples from three healthy male
rats. For each rat, one arterial plasma sample and one
venous plasma sample were obtained, and these matched
samples were used for subsequent microarray analysis.

Figure 1: Flow chart depicting the pipeline of this study.
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Table 1: Differentially expressed microRNAs between the arterial plasma and venous plasma
microRNA

Group

Fold Change*

P-value

Consistency**

rno-miR-423-5p

Arterial

1.180

0.002

Yes

rno-miR-196a-5p

Arterial

1.011

0.005

Yes

rno-miR-139-3p

Arterial

1.439

0.006

Yes

rno-miR-125b-5p

Arterial

1.103

0.007

Yes

rno-miR-543-3p

Arterial

1.048

0.007

Yes

rno-miR-148b-3p

Arterial

1.019

0.009

Yes

rno-miR-126a-3p

Arterial

1.070

0.016

Yes

rno-miR-196b-3p

Arterial

1.020

0.019

Yes

rno-miR-539-3p

Arterial

1.045

0.021

Yes

rno-miR-874-3p

Arterial

1.035

0.025

Yes

rno-miR-7a-2-3p

Venous

1.050

0.002

Yes

rno-miR-340-3p

Venous

1.060

0.002

Yes

rno-miR-1-3p

Venous

1.020

0.008

Yes

rno-miR-1843a-3p***

Venous

1.056

0.010

Yes

rno-miR-325-3p

Venous

1.044

0.012

Yes

rno-miR-500-3p

Venous

1.095

0.013

Yes

rno-miR-206-5p

Venous

1.032

0.015

Yes

rno-miR-139-5p

Venous

1.027

0.017

Yes

rno-miR-183-3p

Venous

1.019

0.017

Yes

rno-miR-421-5p

Venous

1.024

0.019

Yes

rno-miR-503-5p

Venous

1.043

0.020

Yes

rno-miR-342-3p

Venous

1.083

0.020

Yes

rno-miR-200c-5p

Venous

1.062

0.021

Yes

rno-miR-207

Venous

1.039

0.023

Yes

* MicroRNAs differentially expressed between two groups were identified by paired t-test with the P-value cutoff of 0.25.
Differentially expressed microRNAs were sorted by P-value. For each microRNA, the fold change was calculated by
comparing the mean normalized expression value from one group against that from another group.
** Whether this microRNA showed consistent higher expression in one plasma sample group compared with the matched
samples from the other group.
*** This microRNA has no human homolog.
profiles, an orthogonal validation assay with increased
sample size was naturally required. For doing so, we
re-sampled arterial and venous plasma from eight healthy
male rats, and examined the expression changes by qRTPCR. Five differentially expressed microRNAs were
randomly selected for validation, including three arterial
highly expressed microRNAs (rno-miR-139-3p, rnomiR-423-5p, rno-miR-125b-5p) and two venous highly
expressed microRNAs (rno-miR-1-3p, rno-miR-3403p). All microRNAs exhibited significant differential
expression according to the results of qRT-PCR assay,
and the direction of expression changes was fully agreed
www.impactjournals.com/oncotarget

with the observations from microarray analysis (Figure
3). These results validated the significant differentially
expressed microRNAs, and thus non-identical microRNA
expression profiles between arterial and venous plasma.

Functional and disease associations of
differentially expressed microRNAs
We tried to explore the enriched functions and
associated human diseases of the 24 differentially
expressed microRNAs by TAM tool [3]. Unfortunately
however, the default FDR cutoff did not result in any
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significant terms. One reason was that the functions
of most differentially expressed microRNAs have not
been well understood. Therefore, we re-performed the
analysis with a loosed P-value cutoff of 0.01 (Figure 4).
The results indicated that the arterial highly expressed
microRNAs were overrepresented for hematopoiesis
function (P-value = 9.15e-4), and the related disease
term of precursor B-cell lymphoblastic leukemialymphoma (P-value = 4.96e-3). This association was
mainly contributed by miR-125b and miR-126. The top
enriched disease was Crohn' disease (P-value = 2.46e4), which was contributed by miR-196a and miR-196b.
The aforementioned four microRNAs also greatly
contributed to the associations with other significant
disease terms including endometriosis (P-value =
4.20e-3), adrenocortical carcinoma (P-value = 4.58e-3),
stomach neoplasms (P-value = 4.96e-3), indicating that
the function and disease association of most arterially
highly expressed microRNAs awaits further experimental
and clinical investigations. By contrast, the top enriched
function terms for venous highly expressed microRNAs
were cell differentiation. MiR-1 and miR-206 contributed
the association with this term and related diseases like
distal myopathies (P-value = 4.77e-3), musculoskeletal

abnormalities (P-value = 1.34e-3) and rhabdomyosarcoma
(P-value = 4.35e-3). Unlike the case of arterial highly
expressed microRNAs, multiple microRNAs could
contribute to the overrepresented terms. For example,
seven microRNAs, including miR-1, miR-200c, miR340, miR-342, miR-325, miR-139 and miR-500
contributed to the association with heart failure (P-value
= 2.74e-3). This observation was in line with the fact
that most previous studies of circulating microRNA were
performed in venous samples, and therefore the function
of venous highly expressed microRNAs were much better
understood. Finally, we validated the significant terms by
testing whether these terms could also be identified among
1000 sets of random microRNAs (each set contained 14
or 10 microRNAs, respectively) by using TAM tool with
the same threshold. The total number of random sets
associated with one significant term was labeled after the
term name in Figure 4. We found the terms associated with
the observed sets of differentially expressed microRNAs
were rarely identified when testing random microRNA
sets (0 to 8 times in 1000 random sets), indicating the
significant terms in Figure 4 were not randomly expected
(empirical P-value <0.01).

Figure 2: The 24 differentially expressed microRNAs between arterial and venous plasma. A. Heatmap showing the

expression pattern of 24 differentially expressed microRNAs. Samples were hierarchically clustered and the heatmap was scaled by rows
(microRNAs). A1, A2, A3 indicate arterial plasma samples from three male rats, while V1, V2, V3 indicate matched venous plasma samples
from the same rats. MicroRNAs highly expressed in arterial and venous plasma were labeled orange and violet, respectively. B. Comparison
of the observed number of differentially expressed microRNAs and the number resulted from the randomized expression profiles. More
specifically, 100 randomly shuffled profiles were tested by paired t-test to find if equivalent number of differentially expressed microRNAs
could also be identified from these randomized expression profiles. Error bars indicate standard error.
www.impactjournals.com/oncotarget
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Functional enrichment analysis of the targets of
the differentially expressed microRNAs

P-value = 2.06e-2). Especially, the urogenital system
development (corrected P-value = 8.13e-3) and
vasculature development (corrected P-value = 2.92e-2)
were enriched. For arterial exclusive targets, they were
enriched not only enriched in cell development-related
terms, but also in the positive regulation of lipid kinase
activity (corrected P-value = 1.63e-3) and bicellular tight
junction assembly (corrected P-value = 3.71e-3). We did
not find specific terms associated with venous exclusive
targets. When using DAVID 6.7 tool [12] instead, no
significant enriched functional terms were detected for
shared targets and venous exclusive targets. Analyzing
all targets of venous highly expressed microRNA showed
that their significant enriched terms were mostly covered
by the terms associated with the shared targets. Finally,
we noted that most of the enriched function terms listed
in Figure 5 were general rather than specific. To test if
these general terms could be detected by chance, for each
group of targets, we assembled 1000 random target sets of
the same size, and re-performed the functional enrichment
analysis by gProfileR. The results indicated that the terms

In above analysis, no overlapped significant terms
were found between the two groups of differentially
expressed microRNAs. This could be resulted from the
limited knowledge about these microRNAs. To address
this issue, we further analyzed the enriched function
of the shared and exclusive targets of them. The highconfident targets (transcripts) were retrieved from the
miRGate database [10], and 1957 arterial exclusive
targets, 1232 venous exclusive targets and 333 shared
targets were obtained. The enriched function of each group
of microRNA targets were analyzed and clustered by
gProfileR software package [11]. A corrected P-value (by
Benjamini-Hochberg correction) of 0.05 was adopted for
significant terms. Interestingly, we found the shared targets
of arterial and venous highly expressed microRNAs were
enriched in the cell development-related terms (Figure 5)
like regulation of multicellular organismal development
(corrected P-value = 1.94e-3) and cell growth (corrected

Figure 3: Validation of the differentially expressed microRNAs by qRT-PCR. The C. elegans cel-miR-39-3p was used as the
spike-in control. The results for arterial highly expressed microRNAs and venous highly expressed microRNAs were shown in panels A.
and B., respectively. Error bars indicate standard error. Significance: * P-value <0.05, ** P-value <0.01, *** P-value <0.001.
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28475

Oncotarget

Figure 4: Enriched function and diseases of the differentially expressed microRNAs. The nominal significant terms

(P-value<0.01) with respect to A. function and B. diseases were listed here. The enriched terms of arterial highly expressed microRNAs
and venous highly expressed microRNAs were indicated by orange and violet bars, respectively. We also tested if these terms could also be
obtained from 1000 random set of equal number of microRNAs. The number of random sets showing association with the certain term was
labeled in the parenthesis after the term name. Since no term was detected from more than 10 out of 1000 random sets, empirical P-values
< 0.01 of all the listed terms were suggested.

Figure 5: Enriched function of the targets of the differentially expressed microRNAs. Representative significantly enriched
terms (corrected P-value cutoff of 0.05, redundant terms removed by gProfileR) were listed here. The enriched terms of genes targeted by
arterial highly expressed microRNAs only (i.e. arterial exclusive targets) were indicated by orange bars, while those of genes targeted by
both arterial highly expressed microRNAs and venous highly expressed microRNAs (i.e. shared targets) were indicated by blue bars. We
also tested if these terms could also be obtained from 1000 random set of equal number of targets. The number of random sets showing
association with the certain term was labeled in the parenthesis after the term name. Since no term was detected from more than 20 out of
1000 random sets, empirical P-values < 0.02 of all the listed terms were suggested.
www.impactjournals.com/oncotarget
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listed in Figure 5 could be identified in at most 18 out
of 1000 random target set, suggesting empirical P-values
< 0.02. Many terms could only be found in less than 10
ransom sets, indicating non-random term association with
empirical P-values < 0.01.

[6]. And expression profiles in several brain parts and
the testicle exhibited lowest correlations, perhaps due to
the existence of the blood-brain barrier and blood-testis
barrier, respectively. We further analyzed the arterial
plasma microRNA expression profile. As illustrated in
Figure 6, the pattern of correlations was similar. Moreover,
the arterial plasma microRNA expression profile showed
slightly higher correlation with the tissue expression
profiles.
Another concern is the specificity of the correlation
between plasma microRNA expression and tissue
microRNA expression. Though not all of the differentially
expressed microRNAs identified in this study showed
specific expression in certain tissues, several microRNAs
with enriched expression in specific tissues could be found
(Table 2). These microRNAs could serve as the promising
candidates of circulating microRNA biomarkers for
disease diagnosis and therapy.

Comparison with tissue expression profiles of
microRNAs
An intriguing feature of circulating microRNA
biomarkers is that their blood expression profiles are
correlated with their expression profiles in tissues.
Previous analysis of human microRNA expression profiles
indicated that the venous blood expression was correlated
with the tissue expression [6]. Here, we also compared
the venous plasma microRNA expression profile measured
by microarray here, with the microRNA expression
profiles across 20 tissues measured by next-generation
sequencing technique from Rat MicroRNA Body Atlas
[13]. Interestingly, despite the technical differences, the
venous plasma microRNA expression profile showed
significant correlation with all of the tissue expression
profiles (Spearman correlation coefficient > 0.25, and
P-value of correlation < 1e-10; see also Figure 6). The
venous plasma expression profile was most similar to
that of liver, mimicking the previous analysis in human

DISCUSSION
Circulating
non-coding
RNAs
(including
microRNAs and long non-coding RNAs) have been
increasingly noticed due to its stable existence in (venous)
blood [7, 14], and its wide disease associations [2, 4,
8, 9]. Our analysis has demonstrated the non-identical

Figure 6: Expression correlation between plasma microRNAs and tissue microRNAs. The correlation coefficient of arterial
highly expressed microRNAs (orange bars) and venous highly expressed microRNAs (violet bars) with expression profiles of 20 different
tissues were shown. Tissue abbreviations shown in this figure were: DRG, dorsal root ganglion; Stomach_G, glandular stomach; Stomach_
nonG, non-glandular stomach.
www.impactjournals.com/oncotarget

28477

Oncotarget

Table 2: Enriched tissue expression of the differentially expressed microRNAs
microRNA

Group

Tissue with enriched expression

Related disease
association*

rno-miR-196a-5p

Arterial

Muscle

-

rno-miR-539-3p

Arterial

Cerebrum, Hippocampus

Autistic disorder,
Medulloblastoma

rno-miR-543-3p

Arterial

Cerebrum, Hippocampus, Brainstem

-

rno-miR-874-3p

Arterial

Cerebrum, Hippocampus

-

rno-miR-1a-3p

Venous

Muscle, Heart

Cardiac hypertrophy,
Arrhythmogenesis

rno-miR-7a-2-3p

Venous

Hippocampus, Cerebrum

Autistic disorder,
Schizophrenia,
Neurilemmoma,
Neurofibromatosis

rno-miR-325-3p

Venous

Cerebrum, Brainstem

-

* Only diseases related with the tissue where the microRNA exhibited enriched expression were listed. See discussion in
main text for more detailed description about these microRNA-disease associations.
microRNA expression profiles between arterial plasma
and venous plasma. Interestingly, the arterial highly
expressed microRNAs exhibited enriched functional terms
and disease association that were not shared with venous
highly expressed microRNAs (Figures 4 and 5). Moreover,
the arterial plasma microRNA expression profile showed
slightly higher correlation with tissue microRNA
expression profiles (Figure 6). These observations together
suggested novel biological importance of circulating
microRNA presented in arterial plasma.
Our analysis also indicated intriguing correlation
between plasma expression and specific tissue expression
for several microRNAs (Table 2). These microRNAs have
potential to be interesting biomarkers for disease diagnosis
and therapy. Indeed, by searching against the wellestablished HMDD database [4], miR2Disease database
[2] and recent literature, we found that a few of them
have already been proposed to be associated with specific
diseases. For example, miR-1 was a microRNA enriched
in muscle and heart. It could relieve cardiomyocyte
hypertrophy [15] and promote arrhythmogenesis in
coronary artery disease [16]. And circulating miR-1 was
demonstrated as a biomarker for cardiovascular diseases
[17]. Another venous highly expressed microRNA miR7 was enriched in nervous system. This microRNA was
proposed to be associated with multiple nervous system
disorders like autistic disorder [18] and schizophrenia
[19], and act as tumor suppressor against schwannoma
tumors [20]. Over-expression of miR-7 in venous plasma
was also demonstrated as a biomarker of schizophrenia
[21]. Likewise, the arterial highly expressed microRNA
miR-539 showed elevated expression in the abnormal
tissue in autistic disorder and medulloblastoma [18, 22].
But the capability of circulating miR-539 as the disease
www.impactjournals.com/oncotarget

biomarker has not been tested. Moreover, for most arterial
highly expressed microRNAs, their function and disease
association await further investigation (Table 2).
In summary, our analysis indicated the potential
significance of arterial circulating microRNAs. However,
two important questions wait to be answered by future
investigation. First, the casual factor of differential
expression between arterial plasma and venous plasma
remained elusive. Tissue release of microRNAs to the
blood may play a critical role [6, 8], but the contribution of
deregulated microRNAs in blood cells should also not be
omitted. For instance, we noticed some hypoxia-responsive
microRNAs [23] were differentially expressed. Such
differential expression would be partly resulted from the
altered blood cell microRNA expression profile in response
to the altered oxygen content. Second, we only compared
the microRNA expression profiles from healthy rats. To test
the biomarker capability of arterial plasma microRNAs,
their changes under disease conditions should be extensively
investigated for the discovery of the novel biomarker.

MATERIALS AND METHODS
Ethics statement
Investigation has been conducted in accordance
with the Declaration of Helsinki, Animal Management
Rules of the Ministry of Health of the People’s Republic
of China and the guide for the Care and Use of the
Laboratory Animals of Peking University. It has been
approved by the authors' institutional review board.
More specifically, male 10-week-old SD rats (280–300
g) were provided by the Animal Department, Health
Science Center, Peking University. All the animals were
28478
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microRNA functional and disease association
analysis

housed in standard cages in a temperature- and humiditycontrolled environment, on a 12 h light/dark cycle, with
free access to water. All animal care and experimental
protocols were approved by the Peking University
Animal Ethics Committee.

The functional enrichment and disease association
analysis of differentially expressed microRNAs were
performed by using the TAM tool [3] with default
parameters of TAM and version 2 of the annotation set.
Because the default FDR threshold of TAM resulted in
no significant terms, a P-value cutoff of 0.01 was applied
instead. Note also that the rat microRNAs were mapped to
their human orthologs before analysis since the TAM tool
only support human microRNAs.

Plasma RNA isolation
Total 3mL of arterial or venous blood was collected
from abdominal aorta or postcava respectively. And
then blood was transferred into an anti-coagulation tube
(EDTA, prepared with DEPC water) containing RNAase
inhibitor. Plasma was obtained by centrifugation at 1600 g
for 10 min, and the supernatant was centrifuged at 16000
g for 5 min at 4°C. Then the plasma was filtered through
a 0.22-μm filter (MILLEXGV; Millipore). RNA was
extracted using the miRNeasy Serum/Plasma kit (Qiagen;
Valencia, CA) according to the manufacturer’s protocol
with modifications as recommended in previous studies
[24, 25].

Function enrichment analysis of the microRNA
targets
We retrieved the microRNA target datasets from
miRGate [10] database. For each differentially expressed
microRNA, only the targets which were experimentally
validated or supported by at least three independent
predictions were retained. Targets exclusive to highly
expressed microRNAs or venous highly expressed
microRNAs, and those shared by these two groups of
microRNAs were separately analyzed by gProfileR
software package (v0.6.1) in R [11]. The BenjaminiHochberg corrected P-value threshold of 0.05 was used to
determine the significant functional terms. The significant
functional terms were filtered using the ' Best Per Parent'
criterion provided by gProfileR to avoid redundancy.

Microarray analysis
The microRNA expression profiles from arterial or
venous plasma samples were analyzed using the Agilent
Rat miRNA V21.0 Microarray (SuperBiotek Corp,
Shanghai, China) which covers 758 rat microRNAs.
High quality microRNAs were Cy3 labeled using
miRNA Complete Labeling and Hyb Kit (Agilent,
USA) according to the manufacturer's guidelines. The
microarray hybridization, washing and scanning were
performed following the standard Agilent pipeline. Agilent
Feature Extraction software (version 11.0.1.1) was used to
analyze the acquired array images. Quantile normalization
and subsequent data processing were performed using
the GeneSpring GX v11.5.1 software package (Agilent
Technologies). The differentially expressed microRNAs
between arterial and venous plasma were compared
using the paired t-test and P-value cutoff of 0.025. The
entire datasets described here are available from the Gene
Expression Omnibus (http://www.ncbi.nlm.nih.gov/geo/;
accession number GSE90098).

Comparison with tissue microRNA expression
profiles
The microRNA expression profiles across 20 tissues
were obtained from Rat MicroRNA Body Atlas [13], and
compared with the plasma microRNA expression profiles
in this study by Spearman correlation coefficient. Note that
only male rat tissue samples were considered. The tissueenriched microRNAs were obtained from the same study.
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qRT-PCR assays
cDNA samples were prepared from total RNA of
plasma. In total, 3 up-regulated and 2 down-regulated
microRNAs in arterial plasma were analyzed by SYBR
green I dye-based detection with specific primers. The
relative expression of microRNA was determined by
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www.impactjournals.com/oncotarget

ACKNOWLEDGMENTS
We thank Bin Tian from SuperBiotek Corp,
Shanghai, China for microarray technical supports.

CONFLICTS OF INTEREST
All authors declare no conflicts of financial interest.

28479

Oncotarget

FUNDING

miRNAs as biomarkers of pancreatic toxicity in the rat and
dog. BMC Genomics. 2016; 17:694.

This study was supported by the National High
Technology Research and Development Program of China
(2014AA021102); the National Natural Science Foundation
of China (91339106, 81422006, and 81670462).

14. Li D, Chen G, Yang J, Fan X, Gong Y, Xu G, Cui Q, Geng
B. Transcriptome analysis reveals distinct patterns of long
noncoding RNAs in heart and plasma of mice with heart
failure. PLoS One. 2013; 8:e77938.

1. Wang Y, Lee CG. MicroRNA and cancer—focus on
apoptosis. J Cell Mol Med. 2009; 13:12-23.

15. Ikeda S, He A, Kong SW, Lu J, Bejar R, Bodyak N, Lee
KH, Ma Q, Kang PM, Golub TR, Pu WT. MicroRNA-1
negatively regulates expression of the hypertrophyassociated calmodulin and Mef2a genes. Mol Cell Biol.
2009; 29:2193-2204.

2. Jiang Q, Wang Y, Hao Y, Juan L, Teng M, Zhang X, Li M,
Wang G, Liu Y. miR2Disease: a manually curated database
for microRNA deregulation in human disease. Nucleic
Acids Res. 2009; 37:D98-104.

16. Yang B, Lin H, Xiao J, Lu Y, Luo X, Li B, Zhang Y, Xu C, Bai
Y, Wang H, Chen G, Wang Z. The muscle-specific microRNA
miR-1 regulates cardiac arrhythmogenic potential by targeting
GJA1 and KCNJ2. Nat Med. 2007; 13:486-491.

3. Lu M, Shi B, Wang J, Cao Q, Cui Q. TAM: a method for
enrichment and depletion analysis of a microRNA category
in a list of microRNAs. BMC Bioinformatics. 2010; 11:419.

17. D'Alessandra Y, Devanna P, Limana F, Straino S, Di Carlo
A, Brambilla PG, Rubino M, Carena MC, Spazzafumo
L, De Simone M, Micheli B, Biglioli P, Achilli F, et al.
Circulating microRNAs are new and sensitive biomarkers
of myocardial infarction. Eur Heart J. 2010; 31:2765-2773.

REFERENCES

4. Li Y, Qiu C, Tu J, Geng B, Yang J, Jiang T, Cui Q. HMDD
v2.0: a database for experimentally supported human
microRNA and disease associations. Nucleic Acids Res.
2014; 42:D1070-1074.

18. Abu-Elneel K, Liu T, Gazzaniga FS, Nishimura Y, Wall
DP, Geschwind DH, Lao K, Kosik KS. Heterogeneous
dysregulation of microRNAs across the autism spectrum.
Neurogenetics. 2008; 9:153-161.

5. Chen X, Liu MX, Yan GY. RWRMDA: predicting novel
human microRNA-disease associations. Mol Biosyst. 2012;
8:2792-2798.

19. Perkins DO, Jeffries CD, Jarskog LF, Thomson JM,
Woods K, Newman MA, Parker JS, Jin J, Hammond SM.
microRNA expression in the prefrontal cortex of individuals
with schizophrenia and schizoaffective disorder. Genome
Biol. 2007; 8:R27.

6. Chen G, Wang J, Cui Q. Could circulating miRNAs
contribute to cancer therapy? Trends Mol Med. 2013;
19:71-73.
7. Keller A, Leidinger P, Bauer A, Elsharawy A, Haas J,
Backes C, Wendschlag A, Giese N, Tjaden C, Ott K,
Werner J, Hackert T, Ruprecht K, et al. Toward the bloodborne miRNome of human diseases. Nat Methods. 2011;
8:841-843.

20. Erkan EP, Breakefield XO, Saydam O. miRNA signature
of schwannomas: possible role(s) of “tumor suppressor”
miRNAs in benign tumors. Oncotarget. 2011; 2:265-270.
doi: 10.18632/oncotarget.251.
21. Sun XY, Lu J, Zhang L, Song HT, Zhao L, Fan HM, Zhong
AF, Niu W, Guo ZM, Dai YH, Chen C, Ding YF, Zhang LY.
Aberrant microRNA expression in peripheral plasma and
mononuclear cells as specific blood-based biomarkers in
schizophrenia patients. J Clin Neurosci. 2015; 22:570-574.

8. Mo MH, Chen L, Fu Y, Wang W, Fu SW. Cell-free Circulating
miRNA Biomarkers in Cancer. J Cancer. 2012; 3:432-448.
9. Wang GK, Zhu JQ, Zhang JT, Li Q, Li Y, He J, Qin YW,
Jing Q. Circulating microRNA: a novel potential biomarker
for early diagnosis of acute myocardial infarction in
humans. Eur Heart J. 2010; 31:659-666.

22. Genovesi LA, Carter KW, Gottardo NG, Giles KM, Dallas
PB. Integrated analysis of miRNA and mRNA expression
in childhood medulloblastoma compared with neural stem
cells. PLoS One. 2011; 6:e23935.

10. Andres-Leon E, Gonzalez Pena D, Gomez-Lopez G,
Pisano DG. miRGate: a curated database of human, mouse
and rat miRNA-mRNA targets. Database (Oxford). 2015;
2015:bav035.

23. Nallamshetty S, Chan SY, Loscalzo J. Hypoxia: a master
regulator of microRNA biogenesis and activity. Free Radic
Biol Med. 2013; 64:20-30.

11. Reimand J, Arak T, Adler P, Kolberg L, Reisberg S,
Peterson H, Vilo J. g:Profiler-a web server for functional
interpretation of gene lists (2016 update). Nucleic Acids
Res. 2016; 44:W83-89.

24. Arroyo JD, Chevillet JR, Kroh EM, Ruf IK, Pritchard CC,
Gibson DF, Mitchell PS, Bennett CF, Pogosova-Agadjanyan
EL, Stirewalt DL, Tait JF, Tewari M. Argonaute2 complexes
carry a population of circulating microRNAs independent
of vesicles in human plasma. Proc Natl Acad Sci U S A.
2011; 108:5003-5008.

12. Huang da W, Sherman BT, Lempicki RA. Systematic
and integrative analysis of large gene lists using DAVID
bioinformatics resources. Nat Protoc. 2009; 4:44-57.
13. Smith A, Calley J, Mathur S, Qian HR, Wu H, Farmen M,
Caiment F, Bushel PR, Li J, Fisher C, Kirby P, Koenig E,
Hall DG, et al. The Rat microRNA body atlas; Evaluation
of the microRNA content of rat organs through deep
sequencing and characterization of pancreas enriched
www.impactjournals.com/oncotarget

25. Chugh PE, Sin SH, Ozgur S, Henry DH, Menezes P, Griffith
J, Eron JJ, Damania B, Dittmer DP. Systemically circulating
viral and tumor-derived microRNAs in KSHV-associated
malignancies. PLoS Pathog. 2013; 9:e1003484.
28480

Oncotarget

