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Abstract: Nanoscale miRNAs regulate the synthesis of most human proteins involved in differen-
tiation, proliferation, cell cycle, apoptosis, and other processes associated with the growth and the
development of an organism. miRNAs also play a number of important roles in the development
of gastric cancer. In this work, we studied the quantitative characteristics of miRNA interactions
with 69 candidate gastric cancer genes using bioinformatics approaches. To this end, the MirTarget
program was used, which determines the characteristics of miRNA binding to mRNA in the 5′UTR,
CDS, and 3′UTR. Associations of miRNAs with alternative target genes and associations of genes
with alternative miRNAs were established. The cluster organization of miRNA binding sites (BSs) in
mRNA was revealed, leading to the emergence of miRNA competition for binding to the mRNA of a
target gene. Groups of target genes with clusters of overlapping BSs include miR-5095, miR-619-5p,
miR-1273 family, miR-466, ID01030.3p-miR, ID00436.3p-miR, miR-574-5p, and ID00470.5p-miR. In
the defined associations of target genes and miRNAs, miRNA BSs are organized into clusters of
multiple BSs, which facilitate the design and the development of a system of chips that can be used
to control the state of miRNA and target genes associations in gastric cancer.
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1. Introduction

Endogenous gene expression regulators include nanoscale miRNAs (mRNAs in-
hibitory RNA), which are small single-stranded non-coding RNA molecules that directly
or indirectly control the synthesis of most human proteins [1–6]. The miRNA target genes
predominantly encode transcription factors and various kinases. Therefore, one can speak
of the crucial role of miRNA in regulating genome expression as a whole. For more than
20 years, attempts have been made to use miRNA as diagnostic molecules and therapeutic
agents for various diseases [7–16]. However, these attempts did not lead to the creation of
the methods for diagnosing and treating the disease using miRNA, mostly due to the poly-
genic nature of most diseases, the inadequacy of the used bioinformatics approaches for
determining the target genes of miRNA, the lack of possibility to unambiguously predict
side effects of the proposed diagnostic and treatment methods, as well as a large amount
of required materials, material costs, and others. Nevertheless, miRNAs continued to be
studied for use in nanomedicine [17–21]. Furthermore, several publications, where the
bioinformatics approach developed by us was applied, revealed that the aforementioned
difficulties are surmountable [22–29].

The success in the development of nanomedicine depends on the progress in studying
the molecular basis of diseases. Most diseases are caused by the impaired expression
of many genes and many miRNAs [30–33]. Therefore, to get deeper insights into the
molecular basis of diseases, it is necessary to study the regulation of all human genes by
all human miRNAs of the expression. It is because the study of small samples of genes
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and miRNAs would not lead to a quick solution to the disease diagnosis and treatment
issues due to the possible uncertainties and the lack of assessment of side effects. Using the
examples set forth by earlier studies [22,23,27–29], in this work we propose the approaches
for creating chips that help establish the stable associations of miRNAs and their target
genes, which must be determined simultaneously for an unambiguous interpretation of
the results.

Gastric cancer (stomach cancer) develops rapidly and, as a rule, even early diagnosis
of the disease does not significantly affect the duration of the disease [30]. Added to this is
the lack of effective treatments for gastric cancer. Although the information about miRNAs
effect on the development of the disease is available in the long-standing literature, this
knowledge has not led to the elucidation of which miRNAs can influence the expression
of candidate genes for gastric cancer [31–44]. This is due to the inadequate methods for
setting up the interaction of miRNA with candidate target genes. Typically, the literature
describes correlations between changes in gene expression and miRNA. Such information
is insufficient to suggest methods for the disease diagnosis using miRNA. In connection
with these circumstances, there is an urgent need to determine which candidate gastric
cancer genes can be affected by miRNAs, and how they can be used for the diagnosis and
therapy of gastric cancer. For this to happen, it is necessary to control the quantitative
characteristics of the interaction between miRNA and mRNA, since there is competition
between several miRNAs when interacting with one or more target genes. In addition,
some miRNAs can bind to mRNAs of several genes [24,26–29]. A systematic approach to
considering the interaction of miRNA with target genes counts the following circumstances:
(a) the target genes for one miRNA are alternative genes for this miRNA; (b) two or more
miRNAs that have binding sites (BSs) in one gene are alternative miRNAs; (c) the BSs of
alternative miRNAs can be located separately in the mRNA or organized into clusters with
overlapping nucleotide sequences; (d) one miRNA can have multiple BSs with overlapping
nucleotide sequences in the mRNA; and (e) two or more alternative miRNAs can also have
multiple BSs.

Some genes cause different oncological diseases, and some miRNAs are involved
in developing different types and subtypes of malignant neoplasms. Therefore, such
diseases can be adequately diagnosed only using many miRNA associations and their
target genes. This problem is complex and can be solved by considering the quantitative
characteristics of the interaction between miRNA and mRNA. This can be helped using
bioinformatics approaches, which greatly facilitate and reduce the cost of establishing
associations between miRNA and target genes that adequately reflect the relationship
between the expressions of these molecules. In this study, we analyze the quantitative
characteristics of the interaction of miRNA and target genes, study the localization of BSs
in the mRNA in the 5′UTR (5′-untranslated region), CDS (coding sequence), and 3′UTR
(3′-untranslated region) of mRNA, and look for the associations of miRNA and gastric
cancer candidate genes. The expressions of miRNA and target genes are considered in
the normal human tissue types as well. The approach we are developing for identifying
miRNA associations and their target genes creates the basis for the manufacture of the
chips suitable for diagnosing the diseases caused by many genes and miRNAs.

2. Materials and Methods

The nucleotide (nt) sequences of candidate genes associated with gastric cancer were
downloaded from the NCBI (http://www.ncbi.nlm.nih.gov. accessed on 10 May 2020).
The nucleotide sequences of 2567 miRNAs (old miRNAs) were obtained from miRBase
(http://www.mirbase.org/. accessed on 10 May 2020), and 3707 miRNAs (novel miRNAs)
were taken from an earlier study [45]. The consensus normalized expression (NX) value for
each gene was provided by the Human Protein Atlas data (https://www.proteinatlas.org.
accessed on 20 May 2020). Orthologous genes of the following objects were used in the
work: Bos taurus (bta), Canis familiaris (cfa), Equus caballus (eca), Gorilla gorilla (ggo), Homo
sapiens (hsa), Macaca fascicularis (mfa), Macaca mulatta (mml), Macaca nemestrina (mne), Mus
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musculus (mmu), Nomascus leucogenys (nle), Ovis aries (oar), Pongo abelii (pab), Papio anubis
(pan), Pan paniscus (ppa), Pan troglodytes (ptr), Rattus norvegicus (rno), Rhinopithecus roxellana
(rro), Saimiri boliviensis (sbo), and Sus scrofa (ssc). The miRNA BSs in the 5′UTRs, CDSs,
and 3′UTRs of several genes were predicted using the MirTarget program [46,47]. This
program defines the following features of the miRNA binding to mRNAs: (a) the start of the
initiation of miRNA binding to mRNAs; (b) the localization of miRNA BSs in the 5′UTRs,
CDSs, and 3′UTRs of mRNAs; (c) the free energy of the interaction between miRNAs and
mRNAs (∆G, kJ/mole); and (d) the schemes of nucleotide interactions between miRNAs
and mRNAs. The ratio ∆G/∆Gm (%) was determined for each site (∆Gm equals to the free
energy of miRNA binding with its fully complementary nucleotide sequence). The miRNA
BSs located in the mRNAs had ∆G/∆Gm ratios of 90% or higher. The ∆G/∆Gm ratios
were determined on the assumption that the members of one miRNA family generally
differed by no more than one to three nucleotides, and along with a miRNA length of 22 nt,
the ∆G/∆Gm value was determined to be ranged from 91% (20 nt/22 nt = 91%) to 95%
(21 nt/22 nt = 95%). With a larger difference in the number of mismatched nucleotides,
the probability of two or more miRNAs binding to one site increases, despite the natural
ability of miRNAs to interact selectively with the mRNAs of the target gene. The MirTarget
program identifies the positions of the BSs on the mRNA, beginning with the first nucleotide
of the mRNA’s 5′UTR. It also identifies hydrogen bonds between adenine (A) and uracil
(U), guanine (G) and cytosine (C), G and U, as well as A and C. The distance between
A and C was 1.04 nanometers; the distance between G and C and between A and U
was 1.03 nanometers; and the distance between G and U was 1.02 nanometers [48]. The
numbers of hydrogen bonds in the G-C, A-U, G-U, and A-C interactions were 3, 2, 1, and 1,
respectively [48–51]. The MirTarget program determines single miRNA BSs in the mRNAs
and miRNA BSs in clusters (i.e., arranged in series with overlapping nucleotide sequences
of the same or several different miRNAs). In this study, we assumed that the miRNA BSs
in mRNAs were organized into clusters.

3. Results
3.1. The Characteristics of the miRNA Interactions with 5′UTR mRNAs of Gastric Cancer
Candidate Genes

The characteristics of the interaction of 6274 miRNA with mRNA of 69 candidate genes
for gastric cancer were studied (Table S1). Table 1 shows the quantitative characteristics of
miRNA binding in 5′UTR of mRNA genes having clusters of miRNA BSs. The ARID1A
gene encoded protein is a part of the large ATP-dependent chromatin remodeling complex
SNF/SWI, required for the transcriptional activation of genes normally repressed by
chromatin formation. The mRNA of the ARID1A gene contains a cluster of ten miRNA BSs
located from 136 nt to 192 nt. The sum of the lengths of the BSs of these miRNAs is 272 nt,
which are located in a 57-nt cluster of BS. In other words, there is the 4.8-time compaction
of BSs within this mRNA segment. It leads to the competition between miRNAs when they
bind to a cluster. The advantage in binding will be shown by the miRNAs that interact
with an mRNA with a higher free energy and present in higher concentrations compared to
the competing miRNAs. The average free energy of interaction of all miRNAs in the 5′UTR
mRNA of candidate genes (Table 1 and Table S2) is −126 ± 8 kJ/mole. On this basis, we
propose a value of −130 kJ/mole and higher as a criterion for the effective interaction of
miRNA with 5′UTR mRNA. To diagnose gastric cancer, we hypothesized that there are the
associations of ID01778.3p-miR, ID00296.3p-miR, ID01702.3p-miR, and the ARID1A gene.
Therefore, when developing a chip, it is necessary to use all nine miRNAs to consider the
changes in their concentration, since this is an essential factor in the competitive interactions
with mRNA.
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Table 1. The characteristics of the miRNA interactions with 5′UTR mRNAs of gastric cancer candi-
date genes.

Gene; NX miRNA Start of
Site, nt ∆G, kJ/mole ∆G/∆Gm, % Length, nt

ARID1A; 19.5 ID02106.3p-miR 136 −123 89 23
ID01778.3p-miR 140 −134 90 24
ID00296.3p-miR 141, 166 −138 88 25

miR-6081 143 −125 89 24
ID01702.3p-miR 147 −134 89 24
ID00465.5p-miR 148 −113 93 20
ID01377.3p-miR 152 −117 92 20
ID02592.5p-miR 164, 167 −123 89 23

miR-3960 167 −115 92 20
ID03065.3p-miR 172 −115 92 21

E2F1; 3.4 ID02574.3p-miR 84 −115 93 20
ID02052.5p-miR 85 −149 100 24
ID01873.3p-miR 87 −123 94 21

miR-3960 90 −115 92 20
ID00071.3p-miR 90 −117 92 20
ID00722.5p-miR 90 −113 93 20
ID02064.5p-miR 95 −132 91 23

ODC1; 19.2 ID00756.3p-miR 9 −129 94 23
ID01804.3p-miR 13 −132 90 23
ID02187.5p-miR 14 −123 89 23
ID00457.3p-miR 15, 21 −123, −125 91, 92 22
ID02084.3p-miR 17 −140 93 24
ID02064.5p-miR 17 ÷ 23(3) −129 ÷ −140 90 ÷ 97 23

miR-3960 18 ÷ 21(3) −115 92 20
ID01652.3p-miR 19 −125 89 23
ID02538.3p-miR 19 −123 92 22
ID01702.3p-miR 19, 22 −134, −142 89, 94 24
ID02229.3p-miR 21 −121 92 21
ID02499.3p-miR 21 −119 92 21
ID01157.5p-miR 22 −117 93 20
ID01377.3p-miR 23 −121 95 20
ID00061.3p-miR 24 −125 91 22

PIK3CA; 10.6 ID00296.3p-miR 1 −134 85 25
ID01190.5p-miR 4 −140 92 24
ID01702.3p-miR 4 −140 93 24
ID01895.5p-miR 4 −132 89 24
ID01641.3p-miR 5 −127 86 24
ID00966.5p-miR 6 −136 90 24
ID00030.3p-miR 7 −121 90 22
ID02294.5p-miR 7 −125 86 24
ID01804.3p-miR 8 −134 91 23
ID01873.3p-miR 8 −123 94 21
ID02064.5p-miR 9 −127 88 23
ID02084.3p-miR 9 −129 86 24

TBC1D9; 10.0 ID01895.5p-miR 125 −134 90 24
ID02187.5p-miR 130 −127 92 23
ID03229.5p-miR 130, 133 −121 90 22
ID01041.5p-miR 132 −132 90 24
ID01702.3p-miR 136 −140 93 24
ID02084.3p-miR 137 −136 90 24
ID00457.3p-miR 138 −125 92 22

The nucleotide sequences of the cluster of the miRNA BSs at the ARID1A gene
in G. gorilla, H. sapiens, M. mulatta, M. nemestrina, N. leucogenys, P. anubis, P. paniscus,
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and P. troglodytes are shown in Figure S1. Flanking oligonucleotides from the 5-end
(GGGAGCAGCUG) and 3-end (GAGCCUGAGCCGG) are identical in all subjects. These
data indicate the emergence and persistence of these miRNA and target gene associations
for many millions of years. This makes it possible to elucidate the role of the candidate
ARID1A gene in the studied subjects as models for gastric cancer.

The transcription factor E2F1 is involved in the development of a number of oncologi-
cal diseases, including gastric cancer. The E2F1 mRNA contains a 35 nt long cluster of the
seven miRNAs BSs (Table 1), two of which bind with ∆G values above −130 kJ/mole, and
the ID02052.5p-miR pair is completely complementary with high free energy. The sum of
the BSs of seven miRNAs is 148 nt and is 4.2 times the cluster length. The associations of
these miRNAs and the E2F1 gene can serve as markers for the gastric cancer diagnosis.
One of the ways to confirm the reality of the binding between miRNA and target genes
is to check for the presence of these BSs in the orthologous genes. Figure S2 shows the
nucleotide sequences of the cluster of BSs in mRNA of the orthologous E2F1 genes. Flank-
ing oligonucleotides from the 5-end (GGCCUGCCGC) and 3-end (GGCCGCGCGG) are
identical in all objects. Substitutions of C for U practically do not affect the free energy of
interaction between miRNA and mRNA, since non-canonical pairs G-U are formed instead
of G-C.

The mRNA of the ODC1 gene has the cluster of 15 miRNA BSs from 9 nt to 46 nt
(Table 1). This cluster (38 nt) length is 10.6 times shorter than the sum of all BSs. Therefore,
only one miRNA out of 15 miRNAs can bind to an mRNA. Such miRNA can be one of
ID01804.3p-miR, ID02084.3p-miR, ID02064.5p-miR, and ID01702.3p-miR, which can inter-
act with a ∆G value above −130 kJ/mole. If other miRNAs are present at concentrations
significantly higher than the concentrations of these four miRNAs, they will have a final
effect on the translation of mRNA of the ODC1 gene.

The mRNA of the PIK3CA gene has a cluster of 12 miRNA BSs of 33 nt in length,
which is 8.5 times less than the sum of the lengths of the BSs of these miRNAs, which
is equal to 282 nt. Such compaction of the BSs leads to high competition between these
miRNAs. Six out of 12 miRNAs have the free energy of interaction above −130 kJ/mole.
This gives grounds to recommend considering the association of these six miRNAs with
the PIK3CA gene as markers for gastric cancer diagnosis.

The mRNA of the TBC1D9 gene also has a cluster of seven miRNAs, 37 nt long, which
is five times shorter than the sum of the lengths of the BSs of these miRNAs, and therefore
only one miRNA can bind to it. In the clusters of miRNA BSs of TBC1D9 orthologous genes,
a CGC insert in humans was detected (Figure S3). The 3-end flanking oligonucleotides
(AGCGGACGGG) are identical across all objects. The flanking oligonucleotides of the
5-end are different, which indicates the functional features of the cluster of BSs and flanking
nucleotide sequences.

For the objective assessment of the result of interaction between miRNA and mRNA,
it is necessary to know both the quantitative characteristics of their interaction and the
ratio of these molecules’ concentrations. This knowledge is necessary for predicting their
interactions based on the analysis of the effect of the inhibitor (miRNA) on the activity
of the translation process. One miRNA, which has one BS, can bind to mRNA reversibly
when their interaction is short-lived, or irreversibly when the bond is relatively long-term,
or can promote mRNA degradation. The result of the interaction of miRNA with mRNA
will depend on the ratio of miRNA and mRNA concentrations. An increase in miRNA
concentration will proportionally decrease protein synthesis, that is, at a ratio of miRNA to
mRNA concentration of 1:10, protein synthesis will decrease only by 10%, and at a ratio of
10:1, protein synthesis will be suppressed by 90%. Therefore, it is necessary to determine
the ratio of the concentrations of miRNA and mRNA gene using chips.

3.2. The Characteristics of the miRNA Interactions with CDS mRNAs of Gastric Cancer
Candidate Genes

The mRNA of the ARID1A gene contains three clusters of BSs in the protein coding
region (Table 2). The first cluster is located from 410 nt to 442 nt and includes the BSs
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of eight miRNAs. The cluster length is 32 nt, which is 5.8 times less than the sum of the
lengths of all BSs (184 nt). This compaction leads to the fact that only one miRNA can bind
in a cluster. Three out of eight miRNAs bind with a ∆G value equal to or greater than
−130 kJ/mole, which indicates a strong interaction of the members of associations of these
miRNAs with the ARID1A gene.

Table 2. The characteristics of miRNA interactions with CDS mRNAs of gastric cancer candidate genes.

Gene; NX miRNA Start of
Site, nt ∆G, kJ/mole ∆G/∆Gm, % Length, nt

ARID1A; 19.5 ID02052.5p-miR 410 −132 89 24
ID00522.5p-miR 410 −127 91 23
ID02187.5p-miR 411 −127 92 23
ID02692.5p-miR 413 −127 90 23
ID00457.3p-miR 415 −125 92 22
ID02064.5p-miR 417 −134 93 23
ID02084.3p-miR 418 −138 92 24
ID02538.3p-miR 420 −125 94 22

ID01704.5p-miR 471 −123 89 23
ID02761.3p-miR 487, 493 −134, −140 90, 94 24

ID00756.3p-miR 843 −125 91 23
ID02294.5p-miR 851 −129 88 24
ID00061.3p-miR 852 −125 91 22

E2F1; 3.4 ID02051.3p-miR 291 −153 100 24
ID03448.3p-miR 292 −123 91 22
ID01157.5p-miR 295 −117 93 20

MAPK1; 17.2 ID03332.3p-miR 243 −134 90 24
ID01310.3p-miR 244 −121 92 22
ID00798.3p-miR 246 −136 91 24
ID01546.5p-miR 246 −132 90 24

TERT; 0.4 ID01098.3p-miR 3224 −125 89 24
ID01338.5p-miR 3236 −132 91 24
ID01816.3p-miR 3237 −138 92 24

VEGFC; 0.4 ID02052.5p-miR 498 −132 89 24
ID02187.5p-miR 500 −123 89 23
ID01041.5p-miR 501 −132 90 24
ID01873.3p-miR 501 −123 94 21
ID00457.3p-miR 503 −127 94 22

miR-3960 504 −115 92 20
ID02064.5p-miR 505 −129 90 23

The nucleotide sequences of the cluster of BSs are identical in the mRNA of the
orthologous genes G. gorilla, H. sapiens, M. mulatta, M. nemestrina, N. leucogenys, P. anubis,
P. paniscus, and P. troglodytes (Figure S4). Flanking oligonucleotides are also identical at the
5-end and 3-end of all objects. The oligopeptide LGNPPPPPPS encoded by the clusters of
BSs is also identical in all ARID1A orthologous proteins. The location of the miRNA BSs
in the 5′UTR and at the beginning of the CDS leads to an early arrest of protein synthesis,
which saves energy compared to the termination of protein synthesis at the end and a
higher probability of the formation of an abortive protein.

The second cluster in the mRNA of the ARID1A gene consists of ID01704.5p-miR
and ID02761.3p-miRBSs, which has two BSs with a ∆G value of more than −130 kJ/mole.
The third cluster includes BSs of three miRNAs with a free interaction energy miRNA
of −125 kJ/mole and more. Therefore, the synthesis of the ARID1A protein is highly
dependent on the expression of 13 miRNA binding in 5′UTR mRNA. Since this protein
performs an vital function in cells, the miRNA concentration must be significantly lower
than the mRNA concentration for the protein to be synthesized in the required amount.
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The protein E2F1 is a member of the E2F family of transcription factors and plays a
crucial role in the control of cell cycle and action of tumor suppressor proteins. The mRNA
of the E2F1 gene contains a cluster of BSs for three miRNAs, of which ID02051.3p-miR
binds complementarily to all nucleotides with a high ∆G value (Table 2). Therefore, the
association ID02051.3p-miR binding in CDS mRNA of the gene is recommended for gastric
cancer diagnosis. Figure S5 shows the nucleotide sequences of the mRNA regions of
orthologous E2F1 genes containing clusters of BSs of three miRNAs. Flanking nucleotide
sequences at the 5-end and 3-end are conserved. In H. sapiens, G. gorilla, and P. anubis,
the clusters of BSs encode the PAAPAAGP oligopeptide; in P. troglodytes and P. paniscus,
this oligopeptide is also encoded despite the substitution of C for U; and in P. paniscus,
M. mulatta, M. fascicularis, and M. nemestrina encoding also occurs when replacing C with
A in the third position of the CCC codon. In N. leucogenys, the cluster of BSs encodes
the PTAPAAGP oligopeptide, since G is replaced by A at the first codon position. In all
cases of nucleotide substitutions, canonical pairs are replaced by non-canonical pairs and,
therefore, single nucleotide polymorphisms practically do not change the affinity of miRNA
to mRNA of the target gene.

The MAPK1 protein is involved in proliferation, differentiation, transcription regula-
tion, and development. CDS mRNA of the MAPK1 gene contains a compact cluster 28 nt
long, which is 2.9 times less than the sum of the BSs of all miRNAs (Table 2). Of the four
miRNAs, three bind with a ∆G value of more than −130 kJ/mole. These characteristics
of the associations of three miRNAs with the MAPK1 gene make it possible to recom-
mend them for gastric cancer diagnosis. The cluster of BSs in the mRNA of the human
MAPK1 gene (Figure S6) encodes an oligopeptide AAAAAAGAG, identical in P. anubis,
P. paniscus, P. troglodytes, M. mulatta, M. nemestrina, N. leucogenys, P. abelii, and G. gorilla. In
P. abelii and G. gorilla, the clusters encode the longer oligopeptides AAAAAAAAAGAG
and AAAAAAAAAAGAG, respectively. In mRNA of the mouse and rat MAPK1 gene, the
22 nt clusters contained a sequence of GCG triplets that could bind ID03332.3p-miR and
encode AAAAAAG. The results presented clearly demonstrate the variability of the cluster
length of BSs compared to the flanking nucleotide sequences, which are highly conserved.

The TERT gene encodes telomerase that plays a role in cellular aging. The deregulation
of telomerase expression in somatic cells may be involved in oncogenesis. The CDS mRNA
of the TERT gene contains a cluster of BSs of three miRNAs binding with high free energy
(Table 2). The nucleotide sequence of the cluster of BSs is conserved in the CDS mRNA of
the TERT gene (Figure S7) and encodes the LGAKGAAGPLPS oligopeptide in all TERT
orthologous proteins of the studied objects.

The CDS mRNA of the human VEGFC gene has a cluster of seven miRNA BSs
(Table 2). The cluster of these miRNA BSs has a length of 31 nt, which is 5.1 times less
than the sum of BSs. The VEGFC gene BSs is the longest in M. nemestrina and encodes
the REAPAAAAAAALE oligopeptide. In other objects, the cluster length decreases due
to the GCC codon, but remains sufficient for binding ID02052.5p-miR, ID02187.5p-miR,
ID01041.5p-miR, and ID01873.3p-miR. For the flanking nucleotides, the cluster of BSs are
conserved in the mRNA of the VEGFC gene of all objects (Figure S8).

3.3. The Characteristics of miRNA Interactions with 3′UTR mRNAs of Gastric Cancer
Candidate Genes

The 3′UTR of mRNAs of gastric cancer candidate genes contains multiple BSs for
several miRNAs (Table 3 and Table S4). A feature of 14 candidate gastric cancer genes is
the presence of miR-5095 and miR-619-5p BSs in their 3′UTR mRNA with overlapping
nucleotide sequences (Figure 1). The schemes of the interaction of miR-5095 and miR-
619-5p with the mRNA of these genes indicate a high complementarity of nucleotides,
including non-canonical A-C and G-U bonds.

The presented schemes for the interaction of miR-5095 and miR-619-5p in the 3′UTR
of mRNA genes indicate the high efficiency of the MirTarget program in determining the
quantitative characteristics of the interaction of miRNA with mRNA. Both miRNAs in all
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cases, considering non-canonical nucleotide pairs along the entire length, complementarily
bind to mRNA (Figure 1). All 14 genes in the combination with miR-5095 and miR-619-5p
are recommended as the associations for gastric cancer diagnosis.

The nucleotide sequences of the cluster of miR-5095 and miR-619-5p BSs are mostly
conserved (Table S4), except for the positions in which there are substitutions of purine

for purine (G
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free energy of miRNA interaction with mRNA. The data presented indicate the stability of
the interactions of these miRNAs with the mRNA of candidate genes for gastric cancer.

Table 3. Characteristics of miRNA interactions with 3′UTR mRNAs of gastric cancer candidate genes.

Gene; NX miRNA Start of Site, nt ∆G, kJ/mole ∆G/∆Gm, % Length, nt

ATM; 8.9 ID03006.5p-miR 9778 −121 89 24
miR-5095 9787 −108 93 21

miR-619-5p 9793 −119 98 22

miR-5096 9882 −104 92 21

miR-5585-3p 9950 −110 95 22

miR-1273a 11,054 −119 90 25
miR-1273g-3p 11,076 −113 96 21

miR-1273e 11,119 −108 93 22
miR-5585-5p 11,156 −106 91 22

FLT1; 4.6 ID01030.3p-miR 6909 ÷ 6923 (7) −108 ÷ −110 89 ÷ 91 23
miR-466 6911 ÷ 6937 (9) −106 ÷ −108 89 ÷ 93 23

ID00436.3p-miR 6913 ÷ 6925 (7) −104 89 23

IGF1; 5.9 ID00470.5p-miR 4042 ÷ 4058 (9) −108 89 23
miR-574-5p 4042 ÷ 4062 (11) −108 ÷ −113 89 ÷ 93 23

miR-1273g-3p 6009 −113 96 21

miR-1273f 6042 −102 98 19
miR-1273d 6043 −119 87 25
miR-1273e 6052 −108 93 22

IGF2; 3.2 ID00470.5p-miR 2286 ÷ 2351 (6) −108 ÷ −113 89 ÷ 93 23
miR-574-5p 2288, 2290 −108 89 23

miR-574-5p 2397 ÷ 2408 (4) −108 ÷ −113 89 ÷ 93 23

ID00470.5p-miR 2404, 2412 −110 91 23

ID00470.5p-miR 2442 ÷ 2463 (3) −108 ÷ −113 89 ÷ 93 23
miR-574-5p 2465, 2484 −108 89 23

ID00470.5p-miR 2520 ÷ 2539 (3) −108 89 23
miR-574-5p 2522 −108 89 23

ID00470.5p-miR 2655 ÷ 2672 (3) −108 ÷ −110 89 ÷ 91 23

ID00470.5p-miR 2704, 2725 −108 89 23
miR-574-5p 2727, 2731 −108, −110 89, 91 23

JAK2; 14.1 miR-466 5182 ÷ 5200 (10) −104 ÷ −106 89 ÷ 91 23
ID01030.3p-miR 5184 ÷ 5200 (9) −108 89 23
ID00436.3p-miR 5184 ÷ 5202 (10) −104 ÷ −106 89 ÷ 91 23

SP1; 18.8 miR-466 4145 ÷ 4161 (9) −104 ÷ −106 89 ÷ 91 23
ID01030.3p-miR 4147 ÷ 4159 (7) −108 89 23
ID00436.3p-miR 4147 ÷ 4161 (8) −104 ÷ −106 89 ÷ 91 23

XRCC1; 17.2 miR-574-5p 2033 ÷ 2055 (11) −108 ÷ −113 89 ÷ 93 23
ID00470.5p-miR 2035 ÷ 2055 (9) −108 ÷ −113 89 ÷ 93 23

ZEB1; 14.8 miR-574-5p 3587 ÷ 3605 (10) −113 93 23
ID00470.5p-miR 3587 ÷ 3605 (10) −108 89 23
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Figure 1. Schemes of interaction of miR-5095 and miR-619-5p in the 3′UTR of mRNA of candidate gastric cancer genes.
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The PRKAA1 gene is a target of miR-1273d, miR-1273e, miR-1273g-5p, miR-1273f, and
miR-1273h-5p (Figure 2 and Table S4). The BSs of these miRNAs, except miR-1273g-3p,
form a cluster, conserved in the mRNA of the orthologous PRKAA1 genes in P. troglodytes,
G. gorilla, P. abelii, P. anubis, P. paniscus, N. leucogenys, M. mulatta, and M. nemestrina. The
miR-1273 family with the PRKAA1 gene forms the association recommended for gastric
cancer diagnosis.

Figure 2. The scheme of miR-1273 family binding sites (BSs) in the 3′UTR of the mRNA of the candidate PRKAA1 gene.

The miRNAs of the miR-1273 family had BSs in the mRNA of 12 gastric cancer
candidate genes (Table 3 and Table S4). Considering the formation of non-canonical
nucleotide pairs, almost all nucleotides of each miRNA formed hydrogen bonds with
the nucleotides of the mRNA (Figure S9). Some miRNA families had BSs in mRNA with
overlapping nucleotide sequences, that is, they had clusters of BSs. For example, miR-1273a
and miR-1273c competitively bind to the mRNA of the ATM, CDH1, POU5F1, SGCB, and
TP53 genes. The miR-1273e and miR-1273f have overlapping mRNA BSs for the ATM,
KRAS, MACC1, MDM2, POU5F1, PRKAA1, and SGCB genes. The mRNAs of CDH17,
MACC1, POU5F1, and PRKAA1 genes contain a cluster of BSs for miR-1273d and miR-
1273f. The above associations of miRNAs of the miR-1273 family and candidate target
genes for gastric cancer are recommended for the diagnosis of this disease.

In the 3′UTR mRNA of five genes, there are the clusters of BSs for miR-466, ID01030.3p-
miR, and ID00436.3p-miR consisting of two or more repeats of GU dinucleotides (Table 3
and Table S4). The interaction schemes of these miRNAs with the mRNAs of target
genes show almost complete complementarity with the formation of canonical and non-
canonical nucleotide pairs (Figure S10). The associations of miR-466, ID01030.3p-miR, and
ID00436.3p-miR with five candidate target genes for gastric cancer are proposed to be used
as diagnostic markers of this disease.

Among the candidate genes for gastric cancer, 6 target genes were identified for
miR-574-5p and ID00470.5p-miR (Table 3 and Table S4). The interaction schemes of these
miRNAs with mRNA of target genes are shown in Figure S11. The cluster of BSs of these
miRNAs consist of repeats of the CA dinucleotide in the mRNA of the IGF2 gene from
2 to 10 times in the mRNA of the gene. The miR-574-5p and ID00470.5p-miR associations,
together with target genes, are recommended to use for gastric cancer diagnosis

In addition to the associations of miRNA and mRNA genes contained in the clus-
ters, there are associations of the miRNA and genes not included in the clusters. From
Tables S1 and S3, such associations for which the free energy of interactions miRNA
and mRNA is −130 kJ/mole and above are as follows: ID02052.5p-miR and DNMT1;
ID02457.3p-miR and EGFR; ID02761.3p-miR and EZH2; ID03047.3p-miR and FGFR2; miR-
6789-5p and HIF1A; ID03332.3p-miR and KRAS; ID02064.5p-miR and NFKB1; ID02761.3p-
miR and PTEN; ID02064.5p-miR and TGFB1; ID00252.5p-miR, ID00961.3p-miR, ID00049.5p-
miR and TIMP2; ID02294.5p-miR and ACE; ID01895.5p-miR, ID02052.5p-miR and CDX2;
ID00920.5p-miR and OGG1; miR-4767, ID03332.3p-miR and SIRT1.

In the 3′UTR mRNA of candidate gastric cancer genes, the miRNA and genes asso-
ciations are characterized by the free energy of interaction of −115 kJ/mole and above
(Table S4). These interactions include miR-619-5p and BRCA1; miR-1273d, miR-1273h-
5p (100%) and CASP10; miR-1273a, miR-1273d and CDH17; miR-5095, miR-619-5p and
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CEACAM5; miR-619-5p and ERBB3; ID03224.5p-miR and KRAS; miR-619-5p and MACC1;
ID01404.5p-miR, ID02732.3p-miR and SMAD4; miR-6089, ID03306.3p-miR, ID03208.5p-
miR, ID00296.3p-miR, miR-1183 and TGFB1; ID01941.5p-miR and TIMP2; ID00548.3p-miR,
ID02379.3p-miR and TP53.

Table 4 provides information on the miRNAs targeting two or more candidate genes.
ID02064.5p-miR has six alternative target genes with free energies of interaction ranging
from −129 to −140 kJ/mole. miR-3960 and ID02052.5p-miR each have four alternative
target genes. The ARID1A gene interacts with six alternative miRNAs. The expression
of the VEGFC gene can depend on four alternative miRNAs, while the expression of the
TBC1D9 gene can depend on three miRNAs. The information given in Table 4 shows that
the aforementioned associations of miRNA and candidate genes require the development of
a validation system of the obtained results, which will allow for identifying the associations
that reflect most efficiently the state of the disease. Considering the identified associations
of miRNA and target genes organized into clusters and multiple binding sites, it becomes
clear that it is vital to create a system of chips that will control and reflect the state of the
associations between the miRNAs and target genes in disease.

Table 4. The association of miRNA and alternative candidate genes for gastric cancer.

miRNA Candidate Genes

ID02064.5p-miR ARID1A, E2F1, NFKB1, ODC1, TDFB1, VEGFC
miR-3960 ARID1A, CDX2, E2F1, ODC1, VEGFC

ID02052.5p-miR CDX2, DNMT1, E2F1, VEGFC
ID01041.5p-miR CDX2, TBC1D9, VEGFC
ID02761.3p-miR ARID1A, EZH2, PTEN
ID01702.3p-miR ARID1A, PIC3CA, TBC1D9
ID01895.5p-miR PIC3CA, CDX2, TBC1D9
ID03332.3p-miR KRAS, MAPK1, SIRT1
ID00296.3p-miR ARID1A, TGFB1
ID02084.5p-miR ARID1A, ODC1

4. Discussion

The current work has found the associations of one miRNA and one gene; several
miRNA BSs which form a cluster in the mRNA of one gene; several miRNAs and several
genes, and others. Such a variety of the associations of miRNAs and target genes is a
consequence of the polygenic nature of a number of diseases, including gastric cancer.
Numerous attempts to identify individual miRNAs as markers of such diseases have been
unsuccessful for numerous reasons. Approximately half of the miRNAs are of intronic
origin (as a rule, this is not even mentioned) and are co-expressed with the host gene, that
is, they can be a consequence of a change in the expression of a gene involved in the disease
development but not in the cause of the disease. Therefore, it is necessary to signify the
expression of both the miRNAs of target genes and the host gene. Based on the stated
reasons, the established correlations between changes in miRNAs concentration and signs
of the disease are hypothetical and require verification since the development of therapy
methods on such a basis is almost impossible. The establishment of many associations, each
of which can serve as an indicator of the disease, significantly complicates the selection
of high selectivity markers that determine the disease and the degree of its development.
Therefore, it is necessary to highlight the associations most responsible for the disease,
which is not easy due to the various forms and characteristics of the disease. It is essential
simultaneously monitor the changes in the members of the associations (miRNAs or
mRNAs) in order to identify the leading components since the member of the association
can be the member of one or more associations. This becomes clear from the data in Table 4.
For example, ID02064.5p-miR can bind to mRNA of six genes, and six miRNAs can target
the ARID1A gene. Even this simple example demonstrates the need to analyze many
associations of miRNAs and target genes to establish their involvement in the disease.
The simultaneous determination of the concentration of miRNA and mRNA using chips
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will make it possible to establish which of the miRNA and mRNA association members is
responsible for the disease development and to what extent. For example, an increase in
miRNA concentration will lead to a decrease in mRNA translation. If protein synthesis
changes, with a constant miRNA concentration, it is necessary to correct the expression of
the gene by encoding the protein. A change in miRNA concentration can lead to a decrease
(increase) in protein synthesis, and therefore miRNA is the primary cause of the disease.

The comparison of the NX values of target genes with the NX of host genes (co-
expressed with miRNA) shows that they are comparable, which allows for maintaining the
relationship of the association components in approximately equal proportions. There is a
tendency that highly expressed genes do not have clusters of miRNA binding sites in the
mRNA (Tables 1–3 and Tables S2–S4). Only one to three binding sites were identified in
their mRNAs, usually located separately from each other. For example, mRNA (the NX
value is indicated in parentheses) of CDKN1A (25.2), SMAD2 (26.3), LGALS3 (36.9), JUN
(47.0), MUC6 (76.6), and PGC (963.7) genes each have one binding site. The mRNA of the
ERBB3 (32.9) and MUC1 (105.0) genes each have two binding sites, and the mRNA of the
PDCD4 (27.6), STAT3 (29.4) THBS1 (46.5), MUC6 (76.6), and CLDN18 (126.9) genes have
three miRNA binding sites.

The knowledge of the expression of host genes of intronic miRNAs helps predict the
preferential binding of competing miRNAs not only by the free interaction energy but
also by their concentration. For example, the free binding energy of miR-619-5p equal
to −121 kJ/mole is greater than ∆G equal to −117 kJ/mole for miR-5095, but miR-5095 is
expressed 4.8 times more than miR-619-5p, which gives it an advantage in binding in the
miR-619-5p and miR-5095 BSs clusters. It is possible that only significant changes in the
concentration of miRNA or mRNA of genes of associations can significantly change their
interactions, which will lead to the emergence of pathology.

Supplementary Materials: The following are available online at https://www.mdpi.com/2079-4
991/11/3/691/s1, Figure S1: The nucleotide sequences of mRNA regions of orthologous ARID1A
genes containing clusters of BSs of ten miRNAs, Figure S2: The nucleotide sequences of mRNA
regions of orthologous E2F1 genes containing clusters of BSs of three miRNAs, Figure S3: The
nucleotide sequences of mRNA regions of orthologous TBC1D9 genes containing clusters of seven
miRNA binding sites, Figure S4: The nucleotide sequences of mRNA regions of orthologous ARID1A
genes containing clusters of eight miRNA binding sites, Figure S5: The nucleotide sequences of CDS
mRNA regions of orthologous E2F1 genes containing clusters of BSs of three miRNAs, Figure S6:
The nucleotide sequences of mRNA regions of orthologous MAPK1 genes containing clusters of BSs
of four miRNAs, Figure S7: The nucleotide sequences of mRNA regions of orthologous TERT genes
containing clusters of BSs of three miRNAs, Figure S8: The nucleotide sequences of CDS mRNA
regions of orthologous VEGFC genes containing clusters of seven miRNA binding sites, Figure S9:
The schemes of miR-1273 family interaction in the 3’UTR of mRNA of candidate gastric cancer
genes, Figure S10: The schemes of miR-466, ID01030.3p-miR, ID00436.3p-miR interaction with 3’UTR
mRNA of gastric cancer candidate genes, Figure S11: The schemes of interaction of miR-574-5p
and ID00470.5p-miR in the 3’UTR of mRNA of candidate gastric cancer genes. Table S1: The list of
candidate gastric cancer genes, Table S2: The characteristics of the miRNA interactions with 5′UTR
mRNAs of gastric cancer candidate genes, Table S3: The characteristics of the miRNA interactions
with CDS mRNAs of gastric cancer candidate genes, Table S4: The characteristics of the miRNA
interactions with 3’UTR mRNAs of gastric cancer candidate genes.

Author Contributions: Conceptualization, A.A. and A.I.; methodology, A.P.; software, A.P.; valida-
tion, A.I., V.U. and A.A.; investigation, A.A.; data curation, A.I.; writing—original draft preparation,
A.A., A.I. and V.U.; visualization, A.A. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by Ministry of Education and Science of the Republic of Kaza-
khstan, grant number AP05132460.

Data Availability Statement: Data is contained within the present article.

Conflicts of Interest: The authors declare no conflict of interest.

https://www.mdpi.com/2079-4991/11/3/691/s1
https://www.mdpi.com/2079-4991/11/3/691/s1


Nanomaterials 2021, 11, 691 13 of 14

References
1. Cai, Y.; Yu, X.; Hu, S.; Yu, J. A brief review on the mechanisms of miRNA regulation. GPB 2009, 7, 147–154. [CrossRef]
2. Correia de Sousa, M.; Gjorgjieva, M.; Dolicka, D.; Sobolewski, C.; Foti, M. Deciphering miRNAs’ Action through miRNA Editing.

Int. J. Mol. Sci. 2019, 20, 6249. [CrossRef]
3. Chen, L.; Heikkinen, L.; Wang, C.; Yang, Y.; Sun, H.; Wong, G. Trends in the development of miRNA bioinformatics tools. Brief.

Bioinform. 2019, 20, 1836–1852. [CrossRef]
4. Saliminejad, K.; Khorram Khorshid, H.R.; Soleymani Fard, S.; Ghaffari, S.H. An overview of microRNAs: Biology, functions,

therapeutics, and analysis methods. J. Cell Physiol. 2019, 234, 5451–5465. [CrossRef]
5. Stavast, C.J.; Erkeland, S.J. The Non-Canonical Aspects of MicroRNAs: Many Roads to Gene Regulation. Cells 2019, 8, 1465.

[CrossRef] [PubMed]
6. Tafrihi, M.; Hasheminasab, E. MiRNAs: Biology, Biogenesis, their Web-based Tools, and Databases. MicroRNA 2019, 8, 4–27.

[CrossRef]
7. Mishra, S.; Yadav, T.; Rani, V. Exploring miRNA based approaches in cancer diagnostics and therapeutics. Crit. Rev. Oncol.

Hematol. 2016, 98, 12–23. [CrossRef] [PubMed]
8. Vishnoi, A.; Rani, S. MiRNA Biogenesis and Regulation of Diseases: An Overview. Methods Mol. Biol. 2017, 1509, 1–10. [CrossRef]

[PubMed]
9. Rupaimoole, R.; Slack, F. MicroRNA therapeutics: Towards a new era for the management of cancer and other diseases. J. Nat.

Rev. Drug Discov. 2017, 16, 203–222. [CrossRef] [PubMed]
10. Condrat, C.; Thompson, D.; Barbu, M.; Bugnar, O.; Boboc, A.; Cretoiu, D.; Suciu, N.; Cretoiu, S.; Voinea, S. miRNAs as Biomarkers

in Disease: Latest Findings Regarding Their Role in Diagnosis and Prognosis. Cells 2020, 9, 276. [CrossRef] [PubMed]
11. Hrovatin, K.; Kunej, T. Classification of miRNA-related sequence variations. Epigenomics 2018, 10, 463–481. [CrossRef]
12. Bandara, K.V.; Michael, M.Z.; Gleadle, J.M. MicroRNA Biogenesis in Hypoxia. MicroRNA 2017, 6, 80–96. [CrossRef]
13. Kabekkodu, S.P.; Shukla, V.; Varghese, V.K.; D’Souza, J.; Chakrabarty, S.; Satyamoorthy, K. Clustered miRNAs and their role in

biological functions and diseases. Biol. Rev. Camb. Philos. Soc. 2018, 93, 1955–1986. [CrossRef]
14. Chen, X.; Li, X.; Peng, X.; Zhang, C.; Liu, K.; Huang, G.; Lai, Y. Use of a Four-miRNA Panel as a Biomarker for the Diagnosis of

Stomach Adenocarcinoma. Dis. Markers 2020, 2020, 8880937. [CrossRef] [PubMed]
15. Backes, C.; Meese, E.; Keller, A. Specific miRNA Disease Biomarkers in Blood, Serum and Plasma: Challenges and Prospects. Mol.

Diagn. Ther. 2016, 20, 509–518. [CrossRef] [PubMed]
16. Mellis, D.; Caporali, A. MicroRNA-based therapeutics in cardiovascular disease: Screening and delivery to the target. Biochem.

Soc. Trans. 2018, 46, 11–21. [CrossRef] [PubMed]
17. Feng, C.; She, J.; Chen, X.; Zhang, Q.; Zhang, X.; Wang, Y.; Ye, J.; Shi, J.; Tao, J.; Feng, M.; et al. Exosomal miR-196a-1 promotes

gastric cancer cell invasion and metastasis by targeting SFRP1. Nanomedicine 2019, 14, 2579–2593. [CrossRef] [PubMed]
18. Zeng, W.; Zhang, S.; Yang, L.; Wei, W.; Gao, J.; Guo, N.; Wu, F. Serum miR-101-3p combined with pepsinogen contributes to the

early diagnosis of gastric cancer. BMC Med. Genet. 2020, 21, 28. [CrossRef] [PubMed]
19. Ghafouri-Fard, S.; Vafaee, R.; Shoorei, H.; Taheri, M. MicroRNAs in gastric cancer: Biomarkers and therapeutic targets. Gene 2020,

757, 144937. [CrossRef] [PubMed]
20. Pewarchuk, M.E.; Barros-Filho, M.C.; Minatel, B.C.; Cohn, D.E.; Guisier, F.; Sage, A.P.; Marshall, E.A.; Stewart, G.L.; Rock, L.D.;

Garnis, C.; et al. Upgrading the Repertoire of miRNAs in Gastric Adenocarcinoma to Provide a New Resource for Biomarker
Discovery. Int. J. Mol. Sci. 2019, 20, 5697. [CrossRef]

21. Yin, Y.; Li, X.; Guo, Z.; Zhou, F. MicroRNA-381 regulates the growth of gastric cancer cell by targeting TWIST1. Mol. Med. Rep.
2019, 20, 4376–4382. [CrossRef]

22. Ivashchenko, A.; Berillo, O.; Pyrkova, A.; Niyazova, R.; Atambayeva, S. The properties of binding sites of miR-619-5p, miR-5095,
miR-5096 and miR-5585-3p in the mRNAs of human genes. Biomed. Res. Int. 2014, e8. [CrossRef]

23. Ivashchenko, A.; Berillo, O.; Pyrkova, A.; Niyazova, R. Binding sites of miR-1273 family on the mRNA of target genes. Biomed.
Res. Int. 2014, e11. [CrossRef]

24. Atambayeva, S.; Niyazova, R.; Ivashchenko, A.; Pyrkova, A.; Pinsky, I.; Akimniyazova, A.; Labeit, S. The Binding Sites of
miR-619-5p in the mRNAs of Human and Orthologous Genes. BMC Genom. 2017, 18, 428. [CrossRef] [PubMed]

25. Yurikova, O.Y.; Aisina, D.E.; Niyazova, R.E.; Atambayeva, S.A.; Labeit, S.; Ivashchenko, A. The Interaction of miRNA-5p and
miRNA-3p with the mRNAs of Orthologous Genes. Mol. Biol. 2019, 53, 692–704. [CrossRef]

26. Kondybayeva, A.M.; Akimniyazova, A.N.; Kamenova, S.U.; Ivashchenko, A.T. The characteristics of miRNA binding sites in
mRNA of ZFHX3 gene and its orthologs. Vavilov. J. Genet. Breed. 2018, 22, 438–444. [CrossRef]

27. Aisina, D.; Niyazova, R.; Atambayeva, S.; Ivashchenko, A. Prediction of clusters of miRNA binding sites in mRNA candidate
genes of breast cancer subtypes. PeerJ 2019, 7, e8049. [CrossRef]

28. Kondybayeva, A.; Akimniyazova, A.; Kamenova, S.; Duchshanova, G.; Aisina, D.; Goncharova, A.; Ivashchenko, A. Prediction of
miRNA interaction with mRNA of stroke candidate genes. Neurol. Sci. 2020, 41, 799–808. [CrossRef] [PubMed]

29. Mukushkina, D.; Aisina, D.; Pyrkova, A.; Ryskulova, A.; Labeit, S.; Ivashchenko, A. In Silico Prediction of miRNA Interactions
with Candidate Atherosclerosis Gene mRNAs. Front. Genet. 2020, 11, 605054. [CrossRef]

30. Luo, S.S.; Liao, X.W.; Zhu, X.D. Genome-wide analysis to identify a novel microRNA signature that predicts survival in patients
with stomach adenocarcinoma. J. Cancer 2019, 10, 6298–6313. [CrossRef] [PubMed]

http://doi.org/10.1016/S1672-0229(08)60044-3
http://doi.org/10.3390/ijms20246249
http://doi.org/10.1093/bib/bby054
http://doi.org/10.1002/jcp.27486
http://doi.org/10.3390/cells8111465
http://www.ncbi.nlm.nih.gov/pubmed/31752361
http://doi.org/10.2174/2211536607666180827111633
http://doi.org/10.1016/j.critrevonc.2015.10.003
http://www.ncbi.nlm.nih.gov/pubmed/26481951
http://doi.org/10.1007/978-1-4939-6524-3_1
http://www.ncbi.nlm.nih.gov/pubmed/27826912
http://doi.org/10.1038/nrd.2016.246
http://www.ncbi.nlm.nih.gov/pubmed/28209991
http://doi.org/10.3390/cells9020276
http://www.ncbi.nlm.nih.gov/pubmed/31979244
http://doi.org/10.2217/epi-2017-0126
http://doi.org/10.2174/2211536606666170313114821
http://doi.org/10.1111/brv.12428
http://doi.org/10.1155/2020/8880937
http://www.ncbi.nlm.nih.gov/pubmed/33224315
http://doi.org/10.1007/s40291-016-0221-4
http://www.ncbi.nlm.nih.gov/pubmed/27378479
http://doi.org/10.1042/BST20170037
http://www.ncbi.nlm.nih.gov/pubmed/29196609
http://doi.org/10.2217/nnm-2019-0053
http://www.ncbi.nlm.nih.gov/pubmed/31609675
http://doi.org/10.1186/s12881-020-0967-8
http://www.ncbi.nlm.nih.gov/pubmed/32041551
http://doi.org/10.1016/j.gene.2020.144937
http://www.ncbi.nlm.nih.gov/pubmed/32640300
http://doi.org/10.3390/ijms20225697
http://doi.org/10.3892/mmr.2019.10651
http://doi.org/10.1155/2014/720715
http://doi.org/10.1155/2014/620530
http://doi.org/10.1186/s12864-017-3811-6
http://www.ncbi.nlm.nih.gov/pubmed/28569192
http://doi.org/10.1134/S0026893319040174
http://doi.org/10.18699/VJ18.380
http://doi.org/10.7717/peerj.8049
http://doi.org/10.1007/s10072-019-04158-x
http://www.ncbi.nlm.nih.gov/pubmed/31784845
http://doi.org/10.3389/fgene.2020.605054
http://doi.org/10.7150/jca.33250
http://www.ncbi.nlm.nih.gov/pubmed/31772663


Nanomaterials 2021, 11, 691 14 of 14

31. Xu, C.; Xie, J.; Liu, Y.; Tang, F.; Long, Z.; Wang, Y.; Luo, J.; Li, J.; Li, G. MicroRNA expression profiling and target gene analysis in
gastric cancer. Medicine 2020, 99, e21963. [CrossRef]

32. Mao, Q.Q.; Chen, J.J.; Xu, W.J.; Zhao, X.Z.; Sun, X.; Zhong, L. miR-92a-3p promotes the proliferation and invasion of gastric cancer
cells by targeting KLF2. J. Biol. Regul. Homeost. Agents 2020, 34, 1333–1341. [CrossRef]

33. Zhang, X.; Zheng, P.; Li, Z.; Gao, S.; Liu, G. The Somatic Mutation Landscape and RNA Prognostic Markers in Stomach
Adenocarcinoma. Onco Targets Ther. 2020, 13, 7735–7746. [CrossRef] [PubMed]

34. Chen, Q.; Zhang, F.; Dong, L.; Wu, H.; Xu, J.; Li, H.; Wang, J.; Zhou, Z.; Liu, C.; Wang, Y.; et al. SIDT1-dependent absorption in the
stomach mediates host uptake of dietary and orally administered microRNAs. Cell Res. 2020, 1–12. [CrossRef]

35. Gu, E.; Song, W.; Liu, A.; Wang, H. SCDb: An integrated database of stomach cancer. BMC Cancer 2020, 20, 490. [CrossRef]
36. Qu, X.; Zhao, L.; Zhang, R.; Wei, Q.; Wang, M. Differential microRNA expression profiles associated with microsatellite status

reveal possible epigenetic regulation of microsatellite instability in gastric adenocarcinoma. Ann. Transl. Med. 2020, 8, 484.
[CrossRef]

37. Feng, X.; Zhu, M.; Liao, B.; Tian, T.; Li, M.; Wang, Z.; Chen, G. Upregulation of miR-552 Predicts Unfavorable Prognosis of Gastric
Cancer and Promotes the Proliferation, Migration, and Invasion of Gastric Cancer Cells. Oncol. Res. Treat. 2020, 43, 103–111.
[CrossRef]

38. Zhou, J.; Su, M.; Zhang, H.; Wang, J.; Chen, Y. miR-539-3P inhibits proliferation and invasion of gastric cancer cells by targeting
CTBP1. Int. J. Clin. Exp. Pathol. 2019, 12, 1618–1625.

39. Ishikawa, D.; Yoshikawa, K.; Takasu, C.; Kashihara, H.; Nishi, M.; Tokunaga, T.; Higashijima, J.; Shimada, M. Expression Level of
MicroRNA-449a Predicts the Prognosis of Patients with Gastric Cancer. Anticancer Res. 2020, 40, 239–244. [CrossRef] [PubMed]

40. Chen, P.; Guo, H.; Wu, X.; Li, J.; Duan, X.; Ba, Q.; Wang, H. Epigenetic silencing of microRNA-204 by Helicobacter pylori augments
the NF-κB signaling pathway in gastric cancer development and progression. Carcinogenesis 2020, 41, 430–441. [CrossRef]
[PubMed]

41. Wang, Y.; Liu, G.; Sun, S.; Qin, J. miR-1294 alleviates epithelial-mesenchymal transition by repressing FOXK1 in gastric cancer.
Genes Genom. 2020, 42, 217–224. [CrossRef] [PubMed]

42. Meng, L.; Chen, Z.; Jiang, Z.; Huang, T.; Hu, J.; Luo, P.; Zhang, H.; Huang, M.; Huang, L.; Chen, Y.; et al. MiR-122-5p suppresses
the proliferation, migration, and invasion of gastric cancer cells by targeting LYN. Acta Biochim. Biophys. Sin. 2020, 52, 49–57.
[CrossRef]

43. Lv, H.; Hou, H.; Lei, H.; Nie, C.; Chen, B.; Bie, L.; Han, L.; Chen, X. MicroRNA-6884-5p Regulates the Proliferation, Invasion, and
EMT of Gastric Cancer Cells by Directly Targeting S100A16. Oncol. Res. 2020, 28, 225–236. [CrossRef]

44. Wang, Z.; Yao, L.; Li, Y.; Hao, B.; Wang, M.; Wang, J.; Gu, W.; Zhan, H.; Liu, G.; Wu, Q. miR-337-3p inhibits gastric tumor
metastasis by targeting ARHGAP10. Mol. Med. Rep. 2020, 21, 705–719. [CrossRef] [PubMed]

45. Londin, E.; Loher, E.; Telonis, A.G.; Quann, K.; Clark, P.; Jing, Y.; Hatzimichael, E.; Kirino, Y.; Honda, S.; Lally, M.; et al. Analysis
of 13 cell types reveals evidence for the expression of numerous novel primate- and tissue-specific microRNAs. Proc. Natl. Acad.
Sci. USA 2015, 112, 1106–1115. [CrossRef] [PubMed]

46. Ivashchenko, A.; Berillo, O.; Pyrkova, A.; Niyazova, R.; Atambayeva, S. MiR-3960 binding sites with mRNA of human genes.
Bioinformation 2014, 10, 423–427. [CrossRef]

47. Ivashchenko, A.T.; Pyrkova, A.Y.; Niyazova, R.Y.; Alybayeva, A.; Baskakov, K. Prediction of miRNA binding sites in mRNA.
Bioinformation 2016, 12, 237–240. [CrossRef]

48. Leontis, N.B.; Stombaugh, J.; Westhof, E. The non-Watson-Crick base pairs and their associated isostericity matrices. Nucleic Acids
Res. 2002, 30, 3497–3531. [CrossRef]

49. Kool, E.T. Hydrogen bonding, base stacking, and steric effects in DNA replication. Annu. Rev. Biophys. Biomol. Struct. 2001, 30,
1–22. [CrossRef]

50. Lemieux, S.; Major, F. RNA canonical and non-canonical base pairing types: A recognition method and complete repertoire.
Nucleic Acids Res. 2002, 30, 4250–4263. [CrossRef]

51. Garg, A.; Heinemann, U. A novel form of RNA double helix based on G·U and C·A+ wobble base pairing. RNA 2018, 24, 209–218.
[CrossRef]

http://doi.org/10.1097/MD.0000000000021963
http://doi.org/10.23812/20-209-a
http://doi.org/10.2147/OTT.S263733
http://www.ncbi.nlm.nih.gov/pubmed/32801780
http://doi.org/10.1038/s41422-020-0389-3
http://doi.org/10.1186/s12885-020-06869-3
http://doi.org/10.21037/atm.2020.03.54
http://doi.org/10.1159/000505377
http://doi.org/10.21873/anticanres.13945
http://www.ncbi.nlm.nih.gov/pubmed/31892572
http://doi.org/10.1093/carcin/bgz143
http://www.ncbi.nlm.nih.gov/pubmed/31873718
http://doi.org/10.1007/s13258-019-00899-3
http://www.ncbi.nlm.nih.gov/pubmed/31833046
http://doi.org/10.1093/abbs/gmz141
http://doi.org/10.3727/096504019X15753718797664
http://doi.org/10.3892/mmr.2019.10856
http://www.ncbi.nlm.nih.gov/pubmed/31789419
http://doi.org/10.1073/pnas.1420955112
http://www.ncbi.nlm.nih.gov/pubmed/25713380
http://doi.org/10.6026/97320630010423
http://doi.org/10.6026/97320630012237
http://doi.org/10.1093/nar/gkf481
http://doi.org/10.1146/annurev.biophys.30.1.1
http://doi.org/10.1093/nar/gkf540
http://doi.org/10.1261/rna.064048.117

	Introduction 
	Materials and Methods 
	Results 
	The Characteristics of the miRNA Interactions with 5'UTR mRNAs of Gastric Cancer Candidate Genes 
	The Characteristics of the miRNA Interactions with CDS mRNAs of Gastric Cancer Candidate Genes 
	The Characteristics of miRNA Interactions with 3'UTR mRNAs of Gastric Cancer Candidate Genes 

	Discussion 
	References

