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Abstract: Colorectal Cancer (CRC) is one of the deadliest cancers—ranking as the fourth
most common cause of cancer-related deaths in the world. It is such a deadly disease
because it is largely asymptomatic until the latter stages—oftentimes when the cancer has
metastasized. Thus, a huge emphasis of cancer treatment is placed on early detection.
Currently, there is a lack of a noninvasive, reliable, and cost-effective screening method for
CRC. In recent years, microRNA (miRNA) diagnostic markers have been suggested as a
viable new screening method for CRC. miRNAs play an important role in carcinogenesis,
and has been observed to be dysregulated in many cancers including CRC. This review
examines the diagnostic potential of circulatory and fecal miRNA markers in relation to
CRC, as well as current techniques to detect them.
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1. Introduction

Colorectal cancer (CRC) is one of the deadliest killers in the world, ranking as the fourth most
common cause of cancer-related deaths [1]. Every year, there are more than 1.2 million new cases and
over 600,000 deaths worldwide [2]. While CRC mortality rates have declined in Western societies due
to increased endoscopic screening, CRC continues be an increasingly prevalent problem in Asia [2].
The risk factors for CRC are well known such as age, sex, family history, pre-existing conditions
(inflammatory bowel disease, lynch syndrome, etc.) and other preventable lifestyle factors (low fiber
diet, diet high in red meat, physical inactivity, obesity, smoking, alcohol) [3]; however, CRC continues to
be such a serious health problem because it is largely asymptomatic until the latter stages—oftentimes
when the cancer has already metastasized. If CRC is detected early, or as an adenomatous polyps, it is
a largely treatable disease that can benefit from curative surgery [4].

Currently, there is a lack of a low-cost, noninvasive screening method that has high sensitivity and
specificity. The most commonly used screening tests for CRC are colonoscopies, flexible sigmoidoscopies,
guaiac-based fecal occult blood tests (FOBT), and fecal immunochemical tests (FIT) [5]. While
colonoscopies are highly reliable for detecting CRC, they are invasive, costly, and present a small but
significant risk for perforations [6]. Therefore, these factors have hindered patient compliance and
a worldwide application of this procedure [7]. Flexible sigmoidoscopies do not require sedation and is
a more simple procedure to perform but provides low diagnostic sensitivity and specificity for cancers
in the proximal colon [6]. Because proximal advanced adenomas can often exist in the absence of
distal lesions, flexible sigmoidoscopies may produce misleading test results and give patients a false
sense of security [6]. FOBTs are noninvasive and inexpensive to administer but also suffer from low
diagnostic sensitivity and specificity [8]. The test relies on the detection of peroxidase in haeme caused
by cancer bleeding but test results can oftentimes be confounded by factors such as the high
consumption of red meat or other peroxidase-containing foods [6]. FITs are similar to FOBTs but rely
on human antibodies to detect cancer bleeding in the lower digestive tract. Because FITs have higher
sensitivities and specificities than FOBTs, the medical community in recent years has recommended
the switch from FOBTs to FITs as the primary form of noninvasive diagnostic test for CRC [2].
However, the antibodies used in FITs may be unstable so complications may arise during transport or
storage [9].

Other less popular screening methods include CT colonography, capsule endoscopy, barium enema,
and stool DNA testing but these tests also suffer from similar problems.

In recent years, the medical community has investigated the potential of using microRNA (miRNA)
as a novel biomarker for the detection of CRC. miRNAs are a class of small, non-coding RNA molecules
that regulate gene expression by inducing mRNA degradation or suppressing translation [10]. Because
miRNAs have been identified as playing an important role in the aberrant gene expression of cancer
cells and appear to be cell-type and disease specific, [11] they seem to be good candidates as
diagnostic biomarkers. These biomarkers can be identified and measured via noninvasive methods in
stool and blood samples, and show promise in the development of an effective and more cost-efficient
screening test for CRC.
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2. Current Techniques to Detect miRNAs in a Clinical Setting

Many studies have now successfully investigated and reported the potential of miRNA as diagnostic
biomarkers. However, the road to producing a highly efficient, robust, and standardized method for
miRNA detection in clinical practices still remains a long one. Herein, we summarize the issues and
current state of research regarding miRNA detection.

In order for miRNA to be used as a diagnostic biomarker, it must first be isolated from either blood
or stool samples. The techniques used for both sources are quite similar, and typically require the use
of a commercial kit using acid guanidinium thiocyanate phenol-chloroform extraction. While RNA
extraction is a fairly simple and straightforward technique, there are a few important technical issues
that must be considered before miRNA biomarkers can be adopted for clinical use.

First, circulatory miRNAs in blood can be extracted from both serum and plasma, but recent studies
have recommended plasma to be a more suitable source for miRNA extraction [12]. This is primarily due
to the fact that the coagulation process in serum can cause hemolysis, which causes additional RNA to be
released and can lead to artificially higher miRNA levels in samples [12]. For instance, Wang et al. [12]
reported miRNA levels to be significantly higher in serum than in plasma for samples obtained from
the same individuals.

Secondly, differences in plasma preparation can also alter circulatory miRNA levels which may affect
the consistency and reliability of miRNA biomarkers. Cheng et al. [13] found that variations in sample
processing—such as varying the amount of filtration and centrifugation—affected the levels of residual
platelets in samples, which in turn, significantly affected the levels of miRNAs detected. Contamination
of the plasma with cells from the supernatant, as well as variations in the choice of anti-coagulant used
can also affect miRNA measurements [14]. Thus, quality control mechanisms such as additional
centrifugation, the rejection of samples with platelet counts above a certain threshold, and the
measurement of hemolysis are recommended in order to control for biases that might confound the
measurement of miRNA levels [13].

Third, several studies have found variations in the amount and quality of RNA extracted based on
the various kits used. Monleau et al. [15] performed a cross-comparison of three commercial kits
(Qiagen’s miRNeasy mini kit, Norgen’s Total RNA Purification Kit, and Macherey-Nagel’s
NucleoSpin miRNAs Plasma kit), and discovered that the Qiagen kit produced the greatest miRNA
yield from plasma. Similarly, Kroh et al. [14] evaluated the performance of two extraction kits
manufactured by Qiagen and Ambion, and also discovered Qiagen to produce greater miRNA yield.
In a separate study comparing Qiagen’s miRNeasy kit, Norgen’s Total RNA Purification Kit, and
Ambion’s miRVana Kit, Li ef al. [16] determined the RNA isolated using the Norgen kit and Qiagen kit
to be better quality than that from the Ambion Kit (measured by % of miRNA in small RNA extracted).
Thus, it is important to standardize extraction procedures to control for differences mRNA yield that
might arise from different sample preparation rather than having a cancer-based origin.

Once miRNA is extracted from patient stool or blood samples, it can be quantified for subsequent
analysis. While many techniques such as northern blot, in situ hybridization, microarray, and
next-generation sequencing (NGS) have been used to detect and profile miRNAs, these techniques are
not cost-efficient in a clinical setting. Instead, the easiest and most commonly performed technique to
quantify miRNA is quantitative real-time PCR (qPCR). qPCR is a well-established procedure in which
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RNA is reverse transcribed to cDNA, then amplified and quantified in real-time [17]. The amplified
product is labeled using a fluorescent marker, and the amount of fluorescence can be used to quantify
the original transcript. The two most commonly used for miRNA detection are TagMan probes and
SYBR Green I [18]. In recent years, TagMan probes have been the method of choice due to its higher
specificity. This is due to the fact that SYBR Green binds to all double-stranded DNA and cannot
discriminate between PCR products, causing it to potentially bind to nonspecific double-stranded DNA
sequences [18]. Tagman probes, on the other hand, are designed to hybridize to a specific stretch of the
amplified product [18].

There are many technical issues that must be considered when using qPCR-based profiling of
miRNA. Once miRNA is extracted, the initial process of cDNA synthesis can introduce technical noise
and cause up to 100-fold variations in RT yields [19,20]. Some of the technical noise is caused by
differences in priming techniques. There are primarily two priming techniques used in commercial
kits: one uses two unique primers, while the other uses a unique forward primer and a universal reverse
primer. The second method using a universal reverse primer has been shown to exhibit less specificity [17].
Furthermore, certain primers and probes can exhibit preferential binding to particular miRNA
sequences, which would cause bias during the amplification stage [21].

More importantly, there is currently a lack of consensus on an appropriate reference gene to
quantify miRNA. This remains the biggest obstacle to the clinical utility of miRNA because almost all
published studies have used a relative quantification method such as qRT-PCR to detect miRNA
expression. In the past, many groups have used miR-16, RNU6B snRNA, SNORD43 snRNA or
synthetic versions of C. elegans miRNAs such as cel-miR-39, cel-miR-54, and cel-miR-238 as control
genes [4]. However, all of these reference genes have been met with a wide spectrum of opinion. For
instance, miR-16 may be unsuitable since its expression levels can be affected significantly by
hemolysis [22,23]. The spike-in C. elegans synthetic miRNAs are often used to normalize for technical
variability during extraction rather than for biological variability, and thus cannot be used as
endogenous controls [14]. A study evaluating seven candidate reference genes (let-7a, miR-16,
miR-93, miR-103, miR-192, miR-451, and RNU6B) concluded miR-16 and miR-93 to be good
reference genes, but found RNU6B to be unsuitable due to its low expression levels in the serum of
gastic cancer patients [24]. In recent years, some groups have suggested the use of an absolute
quantification method such as digital PCR (dPCR) to quantify miRNA. While this technology is still in
its infancy, it does not require the use of a reference gene and has higher sensitivity than conventional
gPCR methods [25,26].

3. Current Plasma/Serum miRNA Biomarkers

While there are many blood-based biomarkers in existence such as carbohydrate antigen 19-9 (CA 19-9)
and carcinoembryonic antigen (CEA), they suffer from low sensitivity, particularly for early stage
CRC [27]. Recently, miRNA-based biomarkers have shown the most promise as a CRC-specific
screening test due to its high sensitivity and specificity, and ease of use.

Several studies have successfully profiled and identified possible circulatory miRNA markers using
the detection techniques mentioned previously. Unlike mRNA, miRNAs are surprisingly stable in
blood despite the high activity of ribonuclease which can rapidly degrade RNA [28,29]. These
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miRNAs are protected from enzyme degradation because they are packed in exosomes or vesicles, or
bound to proteins/lipoproteins [30-33]. In addition, less than 2 mL of blood is required for miRNA
detection in plasma, and these blood samples can be transported stably in ice packs while preserving
miRNA content [7]. These factors make circulatory miRNAs a promising new tool for the development
of a noninvasive screening test.

Despite the abundance of miRNA molecules that have been implicated in connection with CRC,
two miRNAs that have received considerable attention are miRNA-92a and miRNA-21. miR-92a is
part of the miR-17-92 pre-cursor cluster which generates six miRNAs: miR-17, miR-18a, miR-19a,
miR-20a, miR-19b, and miR-92a [34]. In various studies, miR-92a has been shown to serve as an
oncogenic factor that targets the BCL-2 family of proteins which regulates apoptosis [34,35]. In a
renowned study, Ng et al. [36] reported plasma miR-92a to have a sensitivity and specificity of 89% and
70% respectively in distinguishing CRC patients from healthy controls. Huang et al. [37] also reported
similar results (sensitivity: 84, specificity: 71.4). While these results are promising, Schee et al. [38]
found miR-92a levels to be low in a substantial number of CRC tissue samples, and concluded that
there was no reliable association between miR-92a levels and CRC. In addition, numerous studies have
found miR-92a expression to be associated with other diseases such as hepatocellular carcinoma, breast
cancer, and even cardiovascular diseases, pointing to the low disease specificity of miR-92a [39-41].
Thus, the pathological role of miR-92a still remains to be elucidated before it can be used reliably in a
clinical setting.

Similarly, miR-21 has also been studied extensively in regards to CRC. It has been found to
downregulate tumor-suppressor genes and induce cell proliferation [42]. Countless studies have cited
the diagnostic potential of miR-21, with one study reporting that plasma miR-21 can predict CRC
incidence with 90% specificity and sensitivity [7,38,43]. However, a few studies have had trouble
verifying these findings and reported miR-21 expression to vary widely among CRC patients [38,44].
Most recently, it was reported that miR-21 levels can be preserved stably in serum during storage,
suggesting that it is still a promising biomarker [45].

Despite the high diagnostic potential of individual miRNAs, reliable screening tests will typically
employ a panel of multiple miRNAs to serve as biomarkers. Various studies have been performed to
assess the efficacy of such a screening method. Kanaan et al. [46] performed a study evaluating 380
plasma miRNAs, and found a panel of 8 miRNAs (miR-532-3p, miR-331, miR-195, miR-17, miR-142-3p,
miR-15b, miR-532, and miR-652) that could reliably differentiate patients with adenomatous polyps
from healthy controls, as well as a panel of 5 miRNAs (miR-331, miR-15b, miR-21, miR-142-3p, and
miR-339-3p) that could reliably differentiate advanced CR adenoma from CRC patients. The ability
for a miRNA panel to differentiate premalignant polyps from healthy controls shows that miRNA
biomarkers may be particularly useful for early detection of CRC due to the test’s noninvasive and
cost-effective nature.

Giraldez et al. [47] also reported similar results evaluating plasma miRNA panels. However, the cohort
size was much larger (63 CRC patients, 60 patients with CR adenoma, and 73 controls) than the cohort
sized used in Kanaan’s study (26 controls, 16 patients with CR adenoma, and 45 CRC patients) [46,47].
They discovered a panel of 6 miRNAs (miR-18a, miR-19a, miR-19b, miR-15b, miR-29a, and
miR-335) to be significantly upregulated in CRC patients, and found miR-18a to be significantly
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upregulated in patients with advanced adenomas [47]. Most notably, however, they could differentiate
with high sensitivity and specificity early stage CRC as accurately as advanced stage CRC [47].

Most recently, Wang et al. [48] evaluated miRNAs panels isolated from serum as opposed to plasma,
and identified a panel of 6 miRNAs that could accurately predict CRC incidence (miR-21, let-7g, miR-31,
miR-92a, miR-181b, and miR-203) with 93% sensitivity and 91% specificity, significantly higher than
conventional blood-based biomarkers such as CEA and CA19-9. For the same samples, the sensitivities
of CA 19-9 and CEA were only 35% and 23% respectively [48]. Thus, circulatory miRNAs appear
to be promising biomarkers particularly for preventative care and the early detection of CRC
including adenomas.

4. Current miRNA Biomarkers from Stool

Conventional stool-based screening methods such as FOBTs and FITs suffer from a myriad of
problems. FOBTs suffer from low sensitivity and specificity, and have poor patient compliance, while
FITs suffer from low sensitivity for early stage CRC [49].

As a result, miRNA-based stool tests have been suggested in recent years as a potentially more
effective screening method, particularly for diagnosing early stage CRC and pre-neoplastic lesions.
Although the environment in stool is much more hostile than that of blood, miRNAs have been shown
to remain intact and stable for detection in stool because they are packaged in exosomes [8,50].
In addition, because stool samples can be easily transported and requires at most 1 g for miRNA
detection, miRNA-based stool tests seem to offer more efficiency and convenience than standard
screening methods [8].

miRNA-based stool tests offer a few important advantages. Because fecal matter comes into direct
contact with the lumen of the colon and may include cells exfoliated from malignant colonocytes, it is
speculated that the earliest detectable molecular changes caused by CRC are present in stool rather
than blood [51]. Secondly, miRNA dysregulation has been implicated in many pathways involving
oncogenes and tumor suppressing genes such as WNT pathway activation, EGFR signaling activation,
TGFp inactivation, APC and TP53 gene-inactivating mutations, KRAS and BRAF gene-activating
mutations [52—54]. Dysregulation of these pathways are characteristic of early cancer development, and
therefore, miRNA-based screening tests might be better for early diagnosis compared with other
stool-based screening tests such as FOBT or FIT.

Although fecal miRNAs have not been studied as extensively as circulatory miRNAs, the
expression level of many fecal miRNAs have been observed to be dysregulated in patients with CRC
or advanced adenomas. For instance, our group has observed miR-135b to be able to differentiate
between different stages of tumor growth [55]. It can detect the presence of adenomas, advanced
adenomas, and CRC with 62%, 73%, and 78% sensitivities respectively [55]. In addition, our group
has also discovered miR-18a and miR-221 to be significantly upregulated in patients with CRC (with
sensitivities of 62% and 61% respectively) [56]. However, there was no significant upregulation in
patients with adenomas and advanced adenomas for these miRNAs [56]. Thus, this suggests that more
research must be conducted in order to find the ideal miRNAs to serve as biomarkers for diagnosing
CRC and pre-neoplastic lesions.
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miR-92a and miR-21—which have been studied extensively in plasma—have also been observed
to have higher expression levels in the stool of CRC patients [57]. However, the sensitivities and
specificities of these two miRNAs for detecting CRC incidence were significantly lower in stool than
in plasma (Wu et al. [57] reported miR-92a to have a sensitivity of 71.6% and a specificity of 73.3%
while miR-21 had a sensitivity of 55.7% and specificity of 73.3%). The miR-17-92 cluster has also
been investigated in patient stool samples, and can predict CRC incidence with 69.5% sensitivity and
81.5% specificity [58]. When combined with miR-21 and miR-135, the panel of markers can detect
CRC with increased sensitivity (74.1%) and roughly the same specificity (79.0%). Thus, though
individual fecal miRNAs in general suffer from lower sensitivities than plasma miRNAs, a carefully
selected panel of fecal miRNAs can still produce a reliable biomarker for CRC with high sensitivity.

Most recently, Ahmed et al. [59] performed a study presenting the proof-of-principle application of
miRNA biomarkers in stool tests. They found 12 miRNAs (miR-7, miR-17, miR-20a, miR-21,
miR-92a, miR-96, miR-106a, miR-134, miR-183, miR-196a, miR-199a-3p and miR214) to be
upregulated in the stool of CRC patients, and 8 miRNAs (miR-9, miR-29b, miR-127-5p, miR-138,
miR-143, miR-146a, miR-222 and miR-938) to be downregulated in the stool of CRC patients. Using
these 20 miRNAs, they could differentiate not only CRC incidences from healthy controls but also
different TNM stages with high sensitivity and specificity. In addition, they improved the standard
RNA isolation techniques by placing extracted RNA samples in a commercially available chaotropic
agent to improve RNA quality. This has been innovative and marks an important advancement since
fragmented RNA results in poor amplification, and ultimately faulty quantification.

5. Future Directions

The clinical utility of miRNA as noninvasive biomarkers for CRC is still in its infancy (Table 1). In
order for miRNA biomarkers to be applied in a clinical setting, additional large-scale evaluation of miRNA
markers using large, independent patient cohorts must be performed. Although individual miRNA markers
have shown promise in detecting both early stage CRC as well as advanced stage CRC, effective screening
tests will likely employ a panel of miRNA markers to improve reliability and consistency. However, this
will likely be more expensive than measuring single miRNAs, and will require further studies to ensure that
the optimal panel is selected to maximize sensitivity and specificity [4].

Secondly, detection protocols such as extraction and quantification methods, as well as normalization
techniques must be standardized. While extraction from both serum and plasma is a relatively
straightforward process, differences in sample preparation may lead to hemolysis or higher concentrations
of residuals platelets, which may in turn, contribute to artificially higher levels of miRNA levels in
samples [13,14]. Thus, it is important that standard quality control mechanisms be implemented to control
for variations in miRNA levels that might be due to differences in detection methods rather than a
cancer-based origin. Furthermore, nearly all studies up until now have used qPCR as a quantitation method
for measuring miRNA [4]. The use of qPCR relies on the use of a reference gene to serve as a control, and
differences in the reference gene used across studies introduces another variable that might cause bias in
the quantitation of miRNA. Therefore, dPCR is a promising new tool that might address this issue since it
offers absolute quantitation of miRNA without the need for a standard curve.



Int. J. Mol. Sci. 2015, 16

Table 1. Circulatory and fecal miRNAs as potential diagnostic markers for Colorectal Cancer (CRC).

2817

Endogenous
miRNA Sensitivity (%)  Specificity (%) Sample Size, n Findings Reference
Controls

Circulatory miRNAs
miR-92a CRC: 89 CRC: 70 140 (90 CRC, 50 control) RNU6B Upregulated in CRC Plasma [36]

) CRC: &4, CRC:71.2, 196 (100 CRC, 37 advanced adenomas, ) )
miR-92a miR-16 Upregulated in CRC Plasma [37]

AA: 649 AA: 814 59 control)

miR-92a N/A N/A 316 (193 CRC) RNU44 No reliable association with CRC found [38]
miR-21 CRC: 90 CRC: 90 50 (30 training set, 20 plasma set) U6 Upregulated in CRC Plasma [43]
miR-21 N/A N/A 316 (193 CRC) RNU44 Significantly upregulated in CRC [38]
miR-21 N/A N/A 20 (5 control, 5 CRC) 18S rRNA Upregulated in CRC [7]
miRNA panel: miR-532-3p, miR-331, CRC: 45 )

) ) . CRC: 91 CRC: 57 Upregulated in CRC Plasma, Could
miR-195, miR-17, miR-142-3p, ADN: 16 U6 ) ) [46]

) . ADN: 88 ADN: 64 differentiate Polyps from Controls
miR-15b, miR-532, and miR-652 Control 26
Up-regulated serum miRNAs: (miR-21,

miRNA panel: miR-21, let-7g, miR-31, Training Set: 60 (30 CRC, 30 control) ) let7g), Down-regulated serum miRNAs

) ) ) CRC: 93 CRC: 91 o miR-16 ) ) ) [48]
miR-92a, miR-181b, and miR-203 Validation Set: 142 (83 CRC, 59 Control) (miR-31, miR-181b, miR-92a,

miR-203)

) ) ) Upregulated plasma miRNAs (miR-18a,
miRNA panel: (miR-18a, miR-19a, . . . .

) ] ) CRC: 78.57 CRC: 79.25 196 (63 CRC, 60 advanced adenoma, ) miR-19a, miR-19b, miR-15b, miR-29a,
miR-19b, miR-15b, miR-29a, miR-16 ) ) [47]

AA: 80 AA: 80 73 control) and miR-335), miR-18a could

and miR-335)

differentiate adenoma from control
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Table 1. Cont.

2818

Endogenous
miRNA Sensitivity (%)  Specificity (%) Sample Size, n Findings Reference
Controls
Fecal miRNAs
) CRC: 71.6 Equal amount ) )
miR-92a 73.3 133 (59 CRC, 74 control) Upregulated in stool of CRC patients [57]
ADN: 56.1 of total RNA
) Equal amount ) )
miR-21 CRC: 55.7 73.3 133 (59 CRC, 74 control) Upregulated in stool of CRC patients [57]
of total RNA
miR-17-92 cluster CRC: 69.5 81.5 316 (197 CRC, 119 control) U6 snRNA Upregulated in stool of CRC patients [58]
miRNA panel: miR-17-92 cluster
(miR-17, miR-18a, miR-19a, miR-19b, ) )
) ) ) CRC: 74.1 79 316 (197 CRC, 119 control) U6 snRNA Upregulated in stool of CRC patients [58]
miR-20a, and miR-92a), miR-21, and
miR-135
CRC: 78
. 424 (110 ADN, 59 AA, 104 CRC, Equal amount ) .
miR-135b AA: 73 68 Upregulated in stool of CRC patients [55]
109 control, 42 IBD) of total RNA
ADN: 62
. 595 (151 ADN, 48 AA, 198 CRC, Equal amount . .
miR-221 CRC: 62 74 Upregulated in stool of CRC patients [56]
198 control) of total RNA
. 595 (151 ADN, 48 AA, 198 CRC, Equal amount . .
miR-18a CRC: 61 69 Upregulated in stool of CRC patients [56]
198 control) of total RNA
Upregulated in stool of CRC patients:
L . . miR-7, miR-17, miR-20a, miR-21,
Proof of Principle: miR-7, miR-17, . . . .
. . ) . miR-92a, miR-96, miR-106a, miR-134,
miR-20a, miR-21, miR-92a, miR-96, . . .
. . . . miR-183, miR-196a, miR-199a-3p and
miR-106a, miR-134, miR-183, miR-196a, .
N/A N/A 60 (40 CRC, 20 control) 18s rRNA miR214 [59]

miR-199a-3p, miR214, miR-9, miR-29b,
miR-127-5p, miR-138, miR-143,
miR-146a, miR-222 and miR-938

Downregulated in stool of CRC
patients: miR-9, miR-29b, miR-127-5p,
miR-138, miR-143, miR-146a, miR-222
and miR-938

Abbreviation: AA, Advanced Adenoma; ADN, Adenoma; CRC, colorectal cancer; IBD, inflammatory bowel disease; N/A: Not Available.
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