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Abstract: Infectious agents such as viruses, bacteria, and parasites can lead to cancer development.
Infection with the helminthic parasite Schistosoma haematobium can cause cancer of the urinary bladder
in humans, and infection with the parasites Clonorchis sinensis and Opisthorchis viverrini can promote
cholangiocarcinoma. These three pathogens have been categorized as “group 1: carcinogenic to
humans” by the International Agency for Research on Cancer (IARC). Additionally, the parasite
Schistosoma japonicum has been associated with liver and colorectal cancer and classified as “group
2B: possibly carcinogenic to humans”. These parasites express regulatory non-coding RNAs as
microRNAs (miRNAs) and long non-coding RNAs (lncRNAs), which modulate genic expression in
different biological processes. In this review, we discuss the potential roles of miRNAS and lncRNAs
encoded by helminthic parasites that are classified by the IARC as carcinogenic and possibly carcino-
genic to humans. The miRNAs of these parasites may be involved in carcinogenesis by modulating
the biological functions of the pathogen and the host and by altering microenvironments prone to
tumor growth. miRNAs were identified in different host fluids. Additionally, some miRNAs showed
direct antitumoral effects. Together, these miRNAs show potential for use in future therapeutic and
diagnostic applications. LncRNAs have been less studied in these parasites, and their biological
effects in the parasite–host interaction are largely unknown.

Keywords: microRNA; long non-coding RNA; carcinogenic parasite; cancer; helminths; infections;
inflammation; fibrosis; polarization of immune cells

1. Introduction

RNA was long considered to only be a link between DNA and proteins; it was given a
secondary role in protein production [1]. However, this idea had to be reconsidered after
more than three-quarters of the human genome was found to be able to be transcribed into
RNA, with only 2% ultimately coding for proteins. These non-coding RNAs (ncRNAs)
have been shown to be of great importance in cellular activities and individual health [2,3].

Essentially, ncRNAs can be divided, based on their length, into long ncRNAs (>200 nt)
and small ncRNAs (<200 nt) [4]. Long non-coding RNAs (lncRNAs) are a class of ncRNA
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molecules with various functions such as gene regulation, dosage compensation, and
epigenetic regulation. It has been observed that the dysregulation and genomic variations
in several lncRNAs can be associated with the development of diseases. It should also be
noted that lncRNAs can be viable indicators of the physiological status of cells by presenting
tissue- and developmental-specific expression [5]. On the other hand, small RNAs are
just as diverse, but better-characterized; in this way, several small RNAs with different
functions are recognized [6]. Within the small RNAs, we find microRNAs (miRNAs), RNAs
that interact with Piwi (piRNAs), small interfering RNAs (siRNAs), small nuclear RNAs
(snRNAs), small nucleolar RNAs (snoRNAs), small cytoplasmic RNAs (scRNAs), transfer
RNAs (tRNAs), ribosomal RNAs (rRNAs) [7], and, of those whose importance has been
found more recently, circular RNAs (circRNAs) [8].

According to the World Health Organization (WHO), during 2019, cancer was ranked
as the first or second cause of death in 112 countries worldwide, and the third or fourth
in another 23 countries. In addition to this, the leading diseases in mortality, such as
cerebrovascular accidents and coronary diseases, have shown a decrease, while cancer is
becoming the main disease that limits life expectancy [9]. Cancer is highly complex, and
new, distinctive characteristics of cancer have emerged, such as phenotypic plasticity and
interrupted differentiation, in addition to the presence of nonmutational epigenetic repro-
gramming and polymorphic microbiomes. These characteristics allow the determination of
the distinctive capacities of different types of cancer [10].

In this context, infections with viruses and bacteria have been recognized for many years
as being associated with human carcinogenesis [11]. It should be added that many tropical
parasitic infections remain a public-health problem in medicine, and some of these are proven
to be related to carcinogenesis. Thus, it has been proven that the etiopathogenesis of many
cancers is directly related to parasitic infections. Well-known tropical parasitic infections that
can induce carcinogenesis include opisthorchiasis, clonorchiasis, and schistosomiasis [12].
In this review, we describe the lncRNAs and microRNAs of helminthic parasites that are
classified by the International Agency for Research on Cancer (AICR) as group 1: carcino-
gens in humans (Schistosoma haematobium, Clonorchis sinensis, and Opisthorchis viverrini) [13]
and group 2: possible carcinogens in humans (Schistosoma japonicum) [14] and discuss their
possible roles in cancer (Figure 1).
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sistent injury in the tissues, which can lead to undesirable effects such as fibrosis. miRNAs expressed 
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miRNAs have shown direct antitumoral activity. miRNAs from parasites could be useful in therapy 
and diagnostics; for example, an miRNA of S. haematobium (Sha-mir-71a) is abundant in the urine 
of patients with bladder cancer associated with infection. Created using BioRender.com. 
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cluded. Thus, reports of miRNAs and lncRNAs of helminths such as S. mansoni, S. inter-
calatum, S. mekongi, or O. felineus (not classified by the AICR as group 1 or 2) were not 
included. Reports of miRNAs and lncRNAs encoded by hosts and involved in cancers that 
are associated with infection with helminths were not included. 
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expressional profiles are distinct in different tissues [16]. Most miRNAs can be transcribed 
by RNA polymerase II or III, generating primary precursor miRNAs (pri-miRNAs) [17], 
which can be processed through the canonical or non-canonical pathways [18]. miRNAs 
can be intragenic or intergenic based on their position throughout the genome. Intragenic 
miRNAs are localized within genes in exonic or intronic regions. Additionally, miRNAs 
can be organized as single RNAs or as groups of RNAs (clusters). miRNA clusters can be 
transcribed polycistronically, which allows the coordinated regulation of complex biolog-
ical processes and functional redundancy in some cases [18]. Generally, miRNAs bind the 
3′-(UTR) untranslated region of messenger RNA (mRNA) to suppress expression [15], but 
they can also bind to the 5′-UTR region of mRNA to stimulate gene expression [16]. miR-
NAs perform their functions mainly in the cytoplasm; however, miRNAs also can be 
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injury in the tissues, which can lead to undesirable effects such as fibrosis. miRNAs expressed and
secreted by helminths involved in human cancer can modulate these processes. Some helminth
miRNAs have shown direct antitumoral activity. miRNAs from parasites could be useful in therapy
and diagnostics; for example, an miRNA of S. haematobium (Sha-mir-71a) is abundant in the urine of
patients with bladder cancer associated with infection. Created using BioRender.com.

In this narrative review, PUBMED was searched in May 2022 using the terms: mi-
croRNA, long non-coding RNA, cancer, carcinogenic parasite, helminths, schistosome,
clonorchis, and opisthorchis using the Boolean operators “AND” and “OR”. Articles in
English were included. Reports of miRNAs and lncRNAs encoded by helminths that are
involved in human carcinogenesis (classified by the AICR as groups 1 and 2) were included.
Thus, reports of miRNAs and lncRNAs of helminths such as S. mansoni, S. intercalatum,
S. mekongi, or O. felineus (not classified by the AICR as group 1 or 2) were not included.
Reports of miRNAs and lncRNAs encoded by hosts and involved in cancers that are
associated with infection with helminths were not included.

2. microRNAs (miRNAs)

miRNAs are small non-coding RNAs of ~22 nt, which can be found in animals, plants,
and some viruses regulating the expression of an enormous number of genes [15]. Their
expressional profiles are distinct in different tissues [16]. Most miRNAs can be transcribed
by RNA polymerase II or III, generating primary precursor miRNAs (pri-miRNAs) [17],
which can be processed through the canonical or non-canonical pathways [18]. miRNAs
can be intragenic or intergenic based on their position throughout the genome. Intragenic
miRNAs are localized within genes in exonic or intronic regions. Additionally, miRNAs
can be organized as single RNAs or as groups of RNAs (clusters). miRNA clusters can be
transcribed polycistronically, which allows the coordinated regulation of complex biological
processes and functional redundancy in some cases [18]. Generally, miRNAs bind the 3′-
(UTR) untranslated region of messenger RNA (mRNA) to suppress expression [15], but they
can also bind to the 5′-UTR region of mRNA to stimulate gene expression [16]. miRNAs
perform their functions mainly in the cytoplasm; however, miRNAs also can be localized in
other compartments such as the nucleus, mitochondria, endoplasmic reticulum, and Golgi
apparatus [18].

It has been proposed that miRNAs are involved in communication between cells.
Donor cells can transfer miRNAs through gap junctions to neighbor cells. Additionally,
miRNAs can be released into the circulation via extracellular vesicles, apoptotic bodies,
binding HDL (high-density lipoprotein), or RBP (RNA-binding proteins) [19].

miRNAs participate in the maintenance of relevant processes such as cellular metabolism,
development, immunity, and growth. However, aberrant expressions of miRNAs in hu-
man cancers have been widely reported. Different miRNAs have been implicated in
cancer progression, proliferation, metastasis, angiogenesis, tumor-associated inflammation,
modulation of the tumor microenvironment, and the response of tumor cells to chemother-
apy [15,16].

Reports of miRNAs that were analyzed in a cancer context have resulted in the concept
of tumor-suppressor miRNAs, which are downregulated in cancer in which their target
oncogenes are overexpressed. On the other hand, oncomiRs have higher expression in
tumors and inhibit the expression of target tumor-suppressor genes [19]. However, the
functions of particular miRNAs in cancer can become more complex, presenting dual
functions [16].

Changes in host miRNA expressional profiles during the course of infectious diseases
have been widely reported [18,20]; these changes have been associated with impaired
host biological functions. The miRNAs of parasites also change their expression patterns
in concordance with the relevant biological processes of the pathogens, and they are
influenced by the host microenvironment. The major miRNAs of pathogens regulating
critical functions, such as spreading, chronic infection, inflammation, development, or
reproduction, could be the targets of potential new drugs.
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miRNAs have been detected in different bodily fluids, which suggests significant
potential, such as their use as biomarkers in diagnostics and prognostics. Additionally,
these versatile regulatory molecules could be used in therapeutic applications, although
this potential will be explored and determined in future studies [16,21].

3. Long Non-Coding RNAs (lncRNAs)

Imprinted Maternally Expressed Transcript (H19) and X-Inactive-Specific Transcript
(Xist) were among the first lncRNAs to be described and characterized, as well as among
the first to have a discovered function. However, until then, it was thought that their
regulatory function was an exception instead of a regulatory mechanism that the cell uses
constantly and permanently [22].

lncRNAs are RNAs that have a diverse genomic location since they can be produced
from regions as diverse as enhancer regions, intergenic regions, and introns, and can even
derive from antisense RNAs [23]; in terms of the characteristics of the elements that make
them up, they have a very similar structure to messenger RNAs since many have a cap
at their 5′ end; moreover, they are subjected to the elimination of introns and the union
of exons, in addition to presenting a poly-A tail [24]. Regarding their cellular location,
stability, conservation, and production specificity in tissues, lncRNAs can be found in the
nucleus and the cytoplasm, and their half-life is variable, ranging from about 2 h to 16 h
on average. Additionally, their sequence of nucleotides is very little-conserved between
species; they are produced in all tissues, but are especially abundant in the brain and the
central nervous system [25].

In terms of their functions and mechanisms of action, lncRNAs can bind to DNA,
other RNAs, and even proteins [26]; they can serve as signaling molecules, decoys, guides,
and scaffolds for DNA-binding proteins [27]. In relation to their influence on the regulation
of protein production, they can change the patterns of chromatin organization and activate
or repress the activation of genes; moreover, they act as competitive endogenous RNAs
(ceRNAs) and can also participate in the modification of mRNA and proteins, among
others [23,28].

In this sense, due to the wide range of interactions and functions of lncRNAs, it is not
surprising that they can coordinate several physiological processes and that their dysfunc-
tion can be involved in various human diseases. Thus, to date, potential mechanisms of
lncRNAs that can regulate gene expression and associations with diseases, such as cancer,
have been found. Further studies on cancer associated with pathogens will help us to better
understand the possible regulations of lncRNAs and potential therapeutic targets [29].

4. Helminths Involved in Cancer

Helminths include free-living and parasitic Platyhelminthes (flatworms) and Nema-
toda (roundworms) [30]. Even though both phyla infect people, and some of them are
related to cancer development, only three Platyhelminthes are classified by the IARC as
carcinogenic in humans. The IARC evaluates the carcinogenic risk of agents and classifies
them into four groups: group 1: the agent is carcinogenic in humans; group 2: the agent is
probably (2A) or possibly (2B) carcinogenic in humans; group 3: the agent is not classifiable
as to its carcinogenicity to humans; and group 4: the agent is probably not carcinogenic
in humans [14]. Platyhelminthes include cestodes and trematodes, also known as flukes.
The flukes classified in AIRC group 1 are Schistosoma haematobium, Clonorchis sinensis, and
Opisthorchis viverrini, which are associated with urine bladder, bile duct, and liver carci-
noma; Schistosoma japonicum is classified in group 2B as possibly carcinogenic in humans,
and S. mansoni is classified in group 3 [13,14].

As mentioned, some helminth species are known to be involved in human cancer
development [30], and the initial evidence of their mechanism of involvement pointed to
chronic inflammation as the common factor in the initiation and development of cancer.
Indeed, oncogene activation, suppressor-gene inactivation, and somatic mutations were
described as important processes in the initiation and promotion of malignancy [31–36].
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Additional studies proposed that helminth metabolites acting as genotoxins or growth
factors were involved in the development of cancer initiation through genetic mutation
and angiogenesis, respectively. Further studies have explored the microbiome role in
carcinogenesis and have demonstrated that chronic infection by carcinogenic helminths
can lead to changes in the microbial communities, enlarging the inflammatory and fibrotic
responses related to cancer development [30]. Even though recent studies support that
helminth carcinogenesis, as with most cancers, is likely to be initiated by a biological
or chemical stimulus, followed by chronic inflammation, fibrosis, and alterations in the
cellular microenvironment, the exact mechanisms or molecules used by the carcinogenic
species of helminths are still not fully understood [30–36].

4.1. Schistosoma Haematobium and Schistosoma Japonicum

S. haematobium is a trematode that lives in pairs and undergoes sexual reproduction.
Humans are infected via skin penetration of the free-swimming parasite in freshwater
environments [37]. S. haematobium chronic infection leads to squamous-cell carcinoma
(SCC) and urothelial carcinoma of the urinary bladder [38]. To infect the host, the fluke
penetrates the skin via the secretion of proteolytic enzymes. Then, the worms move
through the circulation to the site of infection such as the bladder, uterus, or prostate for
reproduction. When the females release eggs, some of them are excreted in the urine to
continue their life cycle, but the remaining eggs are deposited in the bladder; these will
cause damage and inflammation to the bladder lumen [39], increasing the risk of bladder
cancer. Urogenital schistosomiasis (UGS) is a chronic inflammation-mediated disease. The
continuous inflammatory reaction to the eggs leads to parenchymal tissue destruction,
fibrosis, granulomata, and ultimately, to fibrotic nodules termed sandy patches [38,40].
The eggs retained due to chronic infection release H03-H-IPSE, a major ortholog of the
interleukin-4-inducing principle (IPSE); this nuclear protein is related to urothelial cell
proliferation in mouse models. Additionally, it induces bladder angiogenesis and allows
the eggs to escape the host immune response, leading to hyperplasia [37,39]. Adult flukes
also increase cell proliferation and migration as they decrease apoptosis. Chronic infection
must be present for the development of carcinogenesis, as a single exposure to a fluke
antigen will not contribute to cholangiocarcinoma (CCA). Moreover, bacterial and fluke co-
infection has been reported to increase bladder cancer risk [37]. This is supported by reports
of urine microbiome dysbiosis in urogenital schistosomiasis in bladder cancer and other
pathologies of the organ [41]. Additionally, fluke infection and exposure to carcinogenic
agents such as smoking or N-nitroso compounds increase bladder cancer risk [37,42,43].
S. haematobium infections are associated with activation-loss of p53, retinoblastoma (RB),
anti-apoptotic pathways [37,44], and epigenetic changes leading to hyperplasia and cancer.
Urogenital schistosomiasis can also cause molecular perturbation via overexpression of
the fibroblast growth factor receptor protein 3, leading to aggressive cell proliferation. In
addition, mutations in KRAS have also been observed [45].

S. japonicum has been associated with liver and colorectal cancer [46]. Epidemiological
studies have supported this association. Additionally, pathological alterations are mainly
associated with retained and deposited eggs, promoting an inflammatory reaction, con-
tinuous irritation, granuloma formation, and microabscesses, which could induce fibrosis
and hyperplasia [46]. Chronic inflammation, damage to DNA, and molecules released by
parasites have been associated with the promotion of cancer [46].

4.2. Clonorchis Sinensis

C. sinensis are thin and translucent worms; the adult flukes are elongated and dorsoven-
trally flat, 10–25 mm long, and 1.5–4.0 mm wide [47]. The first intermediate hosts of
C. sinensis are species of freshwater snails, and fish are the second intermediate hosts. Hu-
mans become infected through encysted metacercariae consumption contained in raw
or improperly cooked fish [48]. C. sinensis is related to the incidence of CCA and was
classified by the IARC as a definitive biological carcinogenic agent in 2009 [49]. Briefly, the
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development of CCA requires a sequence of events: pathogen infection, chronic inflamma-
tion, wound healing, cellular proliferation, genetic/epigenetic mutations, and malignant
transformation [47]. In humans, after a month of infection, the adult worms develop in the
biliary ducts. Then, the wall of the bile duct becomes vulnerable to mechanical irritation
and the bile may be biochemically altered by the adult fluke; these events are key factors
in tissue inflammation and its transition to CCA [31]. Although the mechanisms of the
development of hyperplasia are not well-understood, C. sinensis promotes an inflamma-
tory response around the biliary tract and could trigger changes in the epithelium lining
the bile duct through a stage of severe hyperplasia to dysplasia. Then, the proliferative
ducts become susceptible to tumor initiation by carcinogens, even in small doses, that
are not related to cancer development in non-infected individuals [31]. Additionally, it
was reported, in an in vitro study, that excretory–secretory (ES) products may promote
carcinogenesis via a synergic effect, even when using small amounts of the carcinogenic
compounds [31]. Furthermore, ES products are related to free-radical generation through
the activation of Toll-like receptor isoforms and the NF-kB pathway, contributing to chronic
inflammation. ES products are also related to metastasis, morphological cell changes, ma-
lignant transformation, and more aggressive phenotypes of CCA cells [50–53]. Metaplasia
of biliary epithelial cells into mucin-producing goblet cells increases mucin production and
creates gland-like areas in the mucosa; these areas may become encased by fibrous tissue
as a result of chronic infection and could lead to cholangiofibrosis. The development of
CCA has been observed in the presence of adenomatous changes in the wall of the bile
duct [31]. Together, the pathological mechanisms of CCA associated with C. sinensis include
three main factors: mechanical injury of the biliary epithelia by the fluke, inflammation-
associated immunopathological changes followed by secondary infection, and the effects
of ES products [47,54].

4.3. Opisthorchis Viverrini

O. viverrini is a leaf-shaped worm of 8–12 mm in length; like C. sinensis, it has two
intermediate hosts before infecting humans: the first intermediate host is a snail, and
the second host is a fish. Humans acquire metacercariae of O. viverrini by eating raw
or poorly cooked fish; after a month, the adult fluke matures and lives in the biliary
tract, producing mechanical irritation and changes in the ductal epithelium. O. viverrini
reside in the large and medium-sized bile ducts, but, in cases of heavy infection, the
liver flukes can reach the gallbladder, the common bile duct, and the pancreatic duct [31].
Infection leads to dilatation of the bile ducts with fibrosis, hyperplasia, desquamation, and
adenomatous proliferation and infiltration by lymphocytes, monocytes, eosinophils, and
plasma cells. The inflammatory response and ES products have a key role in carcinogenesis.
O. viverrini produces an inflammatory response using a pathway that results in inducible
nitric oxide synthase and ciclooxygenase-2. Free radicals resulting from the immune
response can induce damage to the host tissue, leading to DNA damage and mutations.
Whole-exome and targeted sequencing has confirmed mutations in CCA-related genes
such as TP53, KRAS, SMAD4, and genes associated with chromatin remodeling, WNT
signaling, and KRAS/G protein signaling [55]. Briefly, O. viverrini infection may promote
cholangiocarcinoma development through DNA damage induced by iNOS expression
from inflammatory cells and the epithelium of bile ducts [31]. Additionally, an in vitro
assay demonstrated that ES products stimulate pRB and cyclin D1, allowing the cell cycle
to continue and proliferate. Evidence in animal models indicated that the RB pathway may
be involved in CCA development related to O. viverrini infection. Furthermore, Ov-GRN-1
is a growth factor with sequence similarity to the mammalian growth factor, granulin.
Ov-GRN-1 is present in the O. viverrini ES products of adult flukes and induces host-
cell proliferation, establishing the flukes’ role in creating a tumorigenic environment [55].
Together, O. viverrini leads to CCA via three possible pathways: mechanical damage
by the fluke; immunopathology due to reactive oxygen intermediates (ROI) and nitric
oxide (NO); and the direct effect of ES products inducing cell proliferation and inhibiting
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DNA repair/apoptosis [55], suggesting the possibility of regulatory functions in the host;
however, this has not been corroborated experimentally.

5. miRNAs of Schistosoma haematobium

It was predicted that 89 microRNAs were encoded and expressed by adult S. haematobium
worms [56]. However, a recent in silico analysis identified 149 mature miRNAs and 131 pre-
cursor miRNAs, mainly in intergenic regions [57]. Considering the seed sequence of
miRNAs from S. haematobium, homology with S. mansoni and S. japonicum in 43 miRNAs
was described [56]; additionally, 34 miRNAs specific to S. haematobium were predicted [56].
Additionally, another study reported 41 conserved miRNAs in the Schistosoma genus [57].
Interestingly, 64 miRNAs were differentially expressed in male and female adults of
S. haematobium, suggesting possible functional roles in reproductive biology [56].

The five top-ranked miRNAs expressed in S. haematobium include Sha-mir-1, Sha-mir-
71a, Sha-mir-125b, Sha-mir-7a, and Sha-mir-let7, which have homology with miRNA seeds
from S. mansoni and S. japonicum [56]. Although possible targets of these S. haematobium miR-
NAs have been predicted [56], their biological functions in worms, host infection, bladder
cancer, and vesicular transport have not yet been addressed experimentally. Additionally,
the identification of schistosomal miRNAs (bantam and mir-2c-p3) in the extracellular vesi-
cles of host biological fluids such as serum has been proposed as a diagnostic tool by which
to detect infection with S. haematobium [58] and possibly prevent infection-associated cancer;
thus, the utility of Sha-mir-71 as a biomarker in bladder cancer has been proposed [59].

Sha-miR-71a

Sha-mir-71a is an expected miRNA of 23 nucleotides in length and is highly expressed
in male and female adults of S. haematobium worms [56]. It was predicted that Sha-mir-71a
can bind 3′-UTR elements of 53 host genes [56], suggesting the possibility of regulatory
functions in the host; however, this has not been corroborated experimentally.

Recently, the expression of Sha-mir-71a was analyzed in the urine samples of patients
with bladder cancer to assess its potential as a biomarker [59]. Sha-mir-71a was abundantly
found in the urine of patients with bladder cancer as compared to benign bladder cystitis
associated with schistosomiasis (Figure 1). Additionally, this miRNA was more highly
detected in urine samples from patients with bilharzial bladder cancer than bladder cancer
not associated with bilharziasis (schistosomiasis), suggesting its specificity in the identifica-
tion of bladder cancer associated with infection [59]. Sha-mir-71a expression was found
to be distinct in different bladder cancer types, being overexpressed in transitional-cell
carcinoma in comparison with squamous-cell carcinoma [59]. This is interesting since
the identification of the histological variants and subtypes of bladder cancer can have an
impact on prognosis and therapy [60,61]; thus, the stratification of the groups of the study
can provide more valuable information. It has been suggested that Sha-mir-71a could be a
biomarker with diagnostic and prognostic value [59]; however, its biological function in
S. haematobium and its role in bladder cancer have not been described. Further studies are
necessary to describe the role of miRNAs expressed by S. haematobium in the promotion of
cancer and their possible applications as therapeutic targets or biomarkers.

6. LncRNAs of Schistosoma haematobium

A bioinformatics analysis predicted 3589 lncRNA transcripts in the eggs, adult males,
and adult females of S. haematobium [62]. However, the characterization and differential
expression of the lncRNAs in the distinct development stages of S. haematobium have not
been described yet. Interestingly, homology between 694 lncRNAs from S. haematobium
and S. mansoni was identified, which could assist in defining the possible functions of
S. haematobium lncRNAs [62]; further studies must address the molecular mechanisms of
lncRNAs encoded by S. haematobium that are involved in development, sexual maturation,
egg production, packaging in extracellular vesicles, the regulation of targets in the host,
relationships with inflammation, fibrosis, and cancer.
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7. miRNAs of Schistosoma japonicum
7.1. miRNAs in Development and Sexual Maturation

Different reports have identified miRNAs and predicted their possible molecular
targets, their organization in the genome (as the presence of clusters), and their expression in
the different developmental stages of S. japonicum [63–71]. Additionally, miRNA expression
profiles were found to differ between male and female worms [63]. Recently, an analysis
of S. japonicum’s known 79 miRNAs at different numbers of days post-infection aimed
to determine the dynamics of miRNA expression during pairing, maturation, and egg
production, and identified three clusters in each gender [64]. The cluster 1 grouped miRNAs
were highly expressed during paring; the cluster 2 grouped miRNAs were highly expressed
during development and sexual maturation; and the cluster 3 grouped miRNAs were
highly expressed in the egg-production stage. An in silico analysis predicted different
biological functions for each cluster [64]. These reports suggest that specific miRNAs
could have particular functions across the lifespan of S. japonicum and that changes in the
expression patterns of miRNAs could be a response to the exposition of S. japonicum to
different microenvironments during its life cycle. It is possible that miRNAs expressed in
specific stages could be potential targets for use in therapy in the future, or as biomarkers
to prevent infection or adverse effects such as chronic inflammation, which has been
associated with cancer.

The sexual maturation of female worms and egg production are key events in the
dissemination and pathogenesis of schistosomiasis, with the pairing of male and female
worms being a precondition for these events [72]. Thus, female worms originating from
single-sex infection (infection with exclusively female cercariae) showed defects in egg
production and development, as well as a reduced damage potential to the host [73]. These
underdeveloped female worms presented differential expressions of miRNAs as compared
with totally mature females (originating from double-sex infection) [73–75]. Moreover,
different studies have determined that the miRNA expression landscapes were distinct in
male and female schistosomulum (before pairing) and adult male and female worms (after
pairing), indicating their involvement in sexual development [67,74,76].

The differential expression of 38 miRNAs by S. japonicum male and female worms
during pairing, gametogenesis, and the production of eggs was reported [72]. Of these,
14 miRNAs predominated in male worms and 4 miRNAs were favorably expressed in
females, validating some molecular targets of these miRNAs. These results suggest the
capacity of these miRNAs to modulate the expression and possibly regulate the sexual
maturation and development of S. japonicum [72]. Moreover, Sja-bantam, Sja-mir-31, and
Sja-mir-750, expressed preferentially in the ovaries of the worms, were found to be essential
in the maintenance of ovarian architecture and oocyte maturation. Importantly, Sja-mir-750
expression also allowed the maintenance of egg production [72,77], which is important in
chronicity, pathogenesis, and the spread of the infection.

Paired adult worms can release extracellular vesicles with miRNA cargo, which can be
internalized by the host cells [78,79]. In addition to extracellular vesicles, it was suggested
that miRNAs can be secreted in complexes with proteins such as Argonaute 2/3 [79].
Interestingly, adult male and female worms can release extracellular vesicles with different
profiles of the miRNA cargo [77]. Importantly, Sja-mir-3479 and Sja-bantam were found
to be more expressed in the extracellular vesicles of paired worms than in male-only or
female-only extracellular vesicles, suggesting that pairing modulates the expression of
miRNAs [79]. Furthermore, stimuli such as the ingestion of erythrocytes and heme proteins
promote sexual maturation and egg production, and it was reported that these stimuli also
increased the expression of Sja-mir-3479 and Sja-bantam in the extracellular vesicles of
paired worms and female-only worms [79]. The inhibition of calpain, an enzyme involved
in the shedding of microvesicles, via treatment with calpeptin in pairing worms reduced
the production of Sja-mir-3479 and Sja-bantam in extracellular vesicles and egg production.
Thus, miRNAs packaged in extracellular vesicles could participate in communication
during pairing and regulate the maturation and fecundity of S. japonicum [79].
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Different miRNAs are expressed by S. japonicum when the parasites are recovered
from hosts that are more susceptible or less susceptible to infection [80–83]. It has been
described that species less susceptible to S. japonicum infection, such as water buffalos
(Bubalus bubalis), rats (Rattus norvegicus), reed voles (Microtus fortis), and immunodeficient
mice (severe combined immunodeficiency (SCID) and nude mice), do not offer appropriate
conditions for processes such as the growth, development, sexual maturation, and egg
production of this parasite, resulting in the failure of the parasite to complete its life cycle.
Thus, comparative analyses with susceptible hosts such as mice (Mus musculus) or yellow
cattle (Bos taurus) have allowed researchers to determine the participation of miRNAs
in these essential biological phenomena [80–83]. These reports show that the distinct
components and characteristics of the microenvironment provided by the host can impact
the miRNA expression profiles of S. japonicum. It is possible that miRNAs participate in
crosstalk between the host cells and the different developmental stages of the parasite.
Studies aimed at identifying the molecules or precise conditions that generate S. japonicum
miRNA expression profiles, such as the profiles reported in less susceptible hosts, could be
useful in treatments.

Together, these observations indicate that different miRNAs are very important in the
development and sexual maturation of male and female parasites, and could participate in
communication during pairing and support the establishment and spread of the infection.
Thus, they could be used as targets in therapies at different stages to prevent chronic
inflammation, fibrosis, or detrimental effects that could be associated with the development
of cancer.

Chronic infection with S. japonicum can induce hepatic granulomatous inflammation,
fibrosis, and hepatosplenomegaly; the release of soluble egg-derived antigens, includ-
ing extracellular vesicles, have an important role in the generation of these signs [84,85].
Moreover, inflammation and fibrosis were associated with the promotion of cancer. Since
schistosomal mature eggs are relevant in the pathology and prevalence of hepatosplenic
schistosomiasis, miRNAs in this stage have previously been characterized [63,85]. It was
suggested that certain families of miRNAs are expressed preferentially in different develop-
mental stages of the parasite and that members of the Sja-mir-71 family are more expressed
in the egg stage [85]. Additionally, an increased expression of Sja-bantam, Sja-mir-3479-3p,
and Sja-mir-8185 in eggs, as compared to schistosomula and adult worms, has been de-
scribed [86]. miRNAs from eggs have been shown to have immunomodulator effects and
to participate in liver fibrosis, which is addressed in later sections. In this sense, miRNAs
packaged in egg-extracellular vesicles, such as Sja-mir-71b and Sja-bantam, can be delivered
to different host cells (for example, hepatocytes) and modulate gene expression [87].

7.2. miRNAs and Liver Fibrosis: Sja-mir-1, Sja-mir-2162, and Sja-mir-71a

S. japonicum eggs release extracellular vesicles that can carry different miRNA cargo
such as Sja-mir-1, Sja-mir-2162, and Sja-mir-71a. These extracellular vesicles can be inter-
nalized by hepatic stellate cells (HSC) and delivery molecule cargo [84,88,89] (Figure 2).

Additionally, extracellular vesicles from S. japonicum can reach other host-cell types
and tissues such as the heart, brain, liver, spleen, kidney, lung, and thymus [88] and
possibly release their contents; for example, Sja-mir-2162 has been detected in Kupffer
cells and hepatocytes [84]. Sja-mir-1, Sja-mir-2162, and Sja-mir-71a inside the HSC can
bind different target molecules, inducing the degradation of mRNAs [84,88,89]. It was
established that Sja-mir-1 and Sja-mir-2162 can induce hepatic fibrosis in vivo and promote
the activation of HSC; this was represented by the increased expression of α-smooth muscle
actin (α-Sma) and collagens in these cells [84,89]. However, the increased expression of
Sja-mir-71a resulted in opposite effects both in vivo and in vitro; moreover, this miRNA
presents antitumoral activity, as described in the following section [88] (Figure 2).
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Figure 2. Eggs of S. Japonicum can release extracellular vesicles, which transport different miRNA
cargo that can be internalized by host cells as liver stellate cells and exert distinct effects. These
miRNAs can repress the genic expression of host-cell molecular targets, promoting the activation
of liver stellate cells. This has been associated with the generation of liver fibrosis. In contrast,
Sja-mir-71a can inhibit the activation of stellate cells and prevent fibrosis. Additionally, Sja-mir-71a
induces a reduction in Th1, Th2, and Th17 cells in the liver and spleen, having immunomodulatory
functions that possibly influence the characteristics of the microenvironment in host tissues. Created
using BioRender.com.

The described molecular mechanism of these miRNAs involves the binding of Sja-mir-
1 to the 3′-UTR region of its molecular target, Sfrp1 (Secreted Frizzled-Related Protein 1),
resulting in reduced expression of the product of this gene. SFRP1 inhibits the Wnt/Beta-
Catenin pathway in HSC; however, Sja-mir-1 negatively regulates SFRP1 and promotes
Wnt/Beta-Catenin signaling and the activation of HSC [89]. On the other hand, Sja-mir-
2162 can bind the 3′-UTR region of the molecular target, transforming growth factor beta
receptor III (tgfβ3) and decreasing the expression at the level of its mRNA and protein [84].
Since TGFβ3 can negatively regulate the TGFβ pathway, the presence of Sja-mir-2162
promotes TGFβ signaling and the phosphorylation of SMAD transcription factors, which
can induce the expression of fibrotic genes [84]. Interestingly, the expression inhibition of
Sja-mir-1 and Sja-mir-2162 was found to revert the observed effects, and their potential role
in therapy has been suggested [84,89]. Examples of other miRNAs with the capacity to
activate HSC, but without the molecular mechanisms described, include Sja-mir-125b, Sja-
mir-219, Sja-mir-923, Sja-mir-3482, and Sja-mir-3480 [84]. Hepatic fibrosis and the activation
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of HSC could be involved in the promotion of tumorigenesis [90]; thus, further analyses of
these described miRNAs could determine their functions or potential therapeutic effects in
the context of cancer.

Regarding Sja-mir-71a, the proposed mechanism by which it exerts its effects implies
attachment to the 3′-UTR region of Sema4d (Semaphorin 4D), resulting in the reduced
expression of this target; this inhibits the TGβ1/SMAD and IL-13/STAT6 pathways in
HSC and causes decreased fibrosis [88]. Together, these observations suggest a dual role of
miRNAs from S. japonicum egg-extracellular vesicles in liver fibrosis, although it has been
suggested that methodological differences in the isolation of extracellular vesicles could
have generated discrepancies in the results [88].

7.3. miRNAs and Immunomodulation: Sja-mir-125b, Sja-bantam, and Sja-mir-71a

Extracellular vesicles released by adult S. japonicum worms can transport miRNAs
such as Sja-bantam and Sja-mir-125b and can be delivered to host immune cells, being
captured by monocytes, macrophages, T cells, B cells, and NK (natural killer) cells in vitro
and during natural infection [91]. Inside immune cells such as macrophages, S. japonicum
miRNAs can exert biological effects, inhibiting the expression of host molecular targets and
promoting the proliferation of these cells [91].

Sja-mir-125b can bind the 3′-UTR region of the Pros1 (Protein S1) target, reducing its
expression in macrophages. Pros1 participates in the inhibition of the Toll-like receptor
pathways; however, its decrease results in an increased expression of proinflammatory
molecules such as p38 mitogen-activated protein kinase, Traf5 (TNF receptor associated
factor 5), Irf7 (interferon regulatory factor 7), IL-1β, IL-6, and TNF-α (tumor necrosis factor-
alpha) [91]. The enhanced expression of these proinflammatory molecules can also be
induced by Sja-bantam. The molecular mechanism involves the binding of this miRNA
to Fam212b (Inka box actin regulator 2) and Clmp (CXADR-like membrane protein) host
target mRNAs, decreasing their expression [91] (Figure 3).
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It was suggested that the increase in the number of monocytes and the expression of
TNF-α observed in infections by S. japonicum could be, in part, due to the effects exerted
by Sja-mir-125b and Sja-bantam. Importantly, since an induced reduction in the number
of macrophages during S. japonicum infection decreases the number of worms and eggs
in the liver, Sja-mir-125b and Sja-bantam could be crucial in the promotion of parasite
survival [91] and chronic infection. Furthermore, cytokines such as TNF-α can induce an
inflammatory microenvironment, which has been associated with cancer promotion. Thus,
it is possible that mir-125b and Sja-bantam indirectly encourage tumoral development
by allowing chronic infection and inflammation. However, further studies should be
performed due to the controversial role of S. japonicum in cancer.

Additionally, the overexpression of Sja-mir-71a was found to promote an increased
number of regulatory T cells (Treg) and a reduced number of Th1, Th2, and Th17 cells in the
spleen and liver of S. japonicum-infected mice; it was proposed that this could alleviate liver
fibrosis [88]. Extracellular vesicles released by S. japonicum can be internalized by T cells [92],
suggesting that mir-71a could be transported and delivered by extracellular vesicles to T
cells, thereby inducing polarization. Thus, S. japonicum eggs can modulate the immune
response in distant sites via miRNAs such as Sja-mir-71a (Figure 2). Potential therapeutic
uses and the prevention of these miRNAs in a cancer context should be analyzed.

7.4. Antitumoral miRNAs: Sja-mir-61, Sja-mir-7-5p, Sja-mir-71a, and Sja-mir-3096

The overexpression of S. japonicum miRNAs with tumor-suppressor activity could
function as potential therapy for cancer. It has been noted that Sja-mir-61 can inhibit the
migration of liver tumor cells in vitro, and its molecular mechanism was found to involve
the binding of Sja-mir-61 to the 3′-UTR region of oncogene phosphoglycerate mutase 1
(PGAM1), diminishing its expression [93]. Moreover, Sja-mir-61 was found to inhibit
tumoral growth in a murine tumor model and showed antiangiogenic properties [93].
Sja-mir-7-5p is another miRNA with reported tumor-suppression activity and with a
homologous miRNA in humans. Sja-mir-7-5p can induce the arrest of the cell cycle and
inhibit the proliferation and migration of liver tumor cells in vitro, as well as tumoral
growth in vivo. These effects are exerted by the interaction of the miRNA with the SKP2
(S-phase kinase-associated protein 2) gene, resulting in reduced genic expression of this
target. This leads to an increase in the cyclin-dependent kinase inhibitor protein P27 and
a decrease in the matrix metalloproteinase 9 protein, which are involved in cell-cycle
arrest and cellular migration, respectively [94]. In addition to its immunomodulation and
antifibrotic activities, Sja-mir-71a also inhibits the proliferation and migration of tumor cells
through its interaction with the 3′-UTR region of the Frizzled Class Receptor 4 (FZD4) gene,
reducing its expression. FZD4 is a receptor of Wnt signaling and it has been associated
with the promotion of cancer [95]. Furthermore, it has been noted that Sja-mir-3096 can
be packaged and transported in extracellular vesicles secreted by S. japonicum eggs and
delivered to host liver cells. This miRNA can inhibit the proliferation and migration of
tumor cells and suppress tumoral growth in vivo. To exert these effects, Sja-mir-3096
binds to the 3′-UTR region of the phosphoinositide 3-kinase class II alpha (PIK3C2A)
gene, diminishing its expression and resulting in decreased phosphorylation of mTOR, a
signaling component that promotes proliferation [96] (Table 1).

Other miRNAs with the capacity to inhibit the proliferation of tumor cells without
molecular mechanisms describing their antitumoral activity include Sja-mir-7, Sja-miR-124,
Sja-mir-3005, Sja-mir-3006, and Sja-mir-3044 [95,96]. Together, these observations reveal the
therapeutic potential of S. japonicum miRNAs and the controversial role of S. japonicum in
carcinogenesis. In this sense, the dual properties of cancer promotion and inhibition were
suggested [96]. Additionally, these reports analyzed the antitumoral activities of miRNAs in
liver tumor cells; it would be interesting to extend the knowledge of the possible therapeutic
effects on others cancer types.
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Table 1. miRNAs encoded by S. japonicum with antitumoral activity.

miRNA Host Molecular
Target Model Biological Effect Possible Seed

Sequence Ref ‡

Sja-mir-61 PGAM1
Liver tumor cells
Xenograft tumor

mouse model

Inhibition of cell migration
Inhibition of cell growth 5′-GACUAGA-3′ [93]

Sja-mir-7-5p SKP2
Liver tumor cells
Xenograft tumor

mouse model

Inhibition of cell proliferation
Arrest of cell cycle

Inhibition of cell migration
5′-UGGAAGA-3′ [94]

Sja-mir-71a FZD4
Liver tumor cells
Xenograft tumor

mouse model

Inhibition of cell proliferation
Arrest of cell cycle

Inhibition of cell migration
5′-GAAAGAC-3′ [95]

Sja-mir-3096 PIK3C2A
Liver tumor cells
Xenograft tumor

mouse model

Inhibition of cell proliferation
Inhibition of cell migration

Arrest of cell cycle
5′-UGGACCA-3′ [96]

Sja-mir-3005;
Sja-mir-3006;
Sja-mir-3044;

Sja-mir-7;
Sja-mir-124

ND * Liver tumor cells Arrest of cell cycle ————— [95,96]

* Not determined; ‡ reference.

7.5. Circulating miRNAs in Host Serum/Plasma

In addition to describing the molecular mechanisms of S. japonium-derived miRNAs,
different studies have described circulating miRNAs as having the potential to be used
as a diagnostic tool for S. japonicum infection. Since S. japonicum extracellular vesicles
have been detected in host serum, it is possible that circulating miRNAs detected in
the host fluids are packaged in extracellular vesicles. Sja-mir-71a was detected in the
serum extracellular vesicles of patients infected with S. japonicum [88], implying possible
regulatory effects at distant sites. In this sense, distinct S. japonicum miRNAs were identified
in extracellular vesicles from host serum, such asSja-let-7 and Sja-mir-190-5p, which were
validated. Other non-validated miRNAs include Sja-mir-71a, Sja-mir-71b, Sja-mir-190-5p,
Sja-let-7, and Sja-mir-36a [97]. Sja-bantam, Sja-mir-3479-3p, Sja-mir-10-5p, and Sja-mir-
8185 were identified in the plasma of infected mice and rabbits [86]. Another miRNA,
Sja-mir-3096, was detected in infected rabbit serum [86]. An independent report suggested
the potential use of Sja-mir-277 and Sja-mir-3479-3p as biomarkers by analyzing the serum
of infected mice, and found a correlation between the expression levels of these miRNAs
and egg burden, as well as fibrosis in the liver [98]. A more extensive study distinguished
12 miRNAs in the serum of infected mice: Sja-mir-277, Sja-mir-3479-3p, Sja-mir-125a,
Sja-mir-61, Sja-mir-2b-5p, Sja-mir-2162-3p, Sja-mir-36-3p, Sja-mir-3489, Sja-mir-3487, Sja-
mir-2c-5p, Sja-mir-2a-3p, and Sja-mir-10. An analysis of miRNAs in the serum of infected
patients showed that a combined analyses of two miRNAs, Sja-mir-2b-5p and Sja-mir-
2c-5p, performed moderately well in discriminating between infected and uninfected
individuals [99]. Thus, the identification of miRNAs in fluids such as serum or plasma
could support the identification of affected individuals, in addition to the diagnostic
procedures used. This strategy could help in the prevention of undesirable effects, such as
granulomatous inflammation or fibrosis, which have been associated with tumorigenesis.

8. LncRNAs of Schistosoma japonicum

Information about the lncRNAs of S. japonicum is very limited. A bioinformatic analy-
sis predicted 3033 potential lncRNAs encoded by S. japonicum using two RNA-sequencing
libraries of adult male and female worms. An assessment of the sequence conservation
between the lncRNAs of different Schistosoma species found a higher percentage of conser-
vation between the lncRNAs of S. mansoni and S. haematobium than between the lncRNAs
of S. japonicum and S. haematobium [100]. Recently, an analysis of 66 RNA sequencing
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libraries of cercariae, sporocysts, and schistosomula in adult males and females, predicted
12291 lncRNAs in S. japonicum, with 53.64% being intergenic lncRNAs (lincRNAs), 38.19%
antisense lncRNAs, and 8.16% sense lncRNAs. Syntenic conservation in the lincRNAs
of S. japonicum and S. mansoni was found, and could suggest functional conservation.
Importantly, the landscape of lncRNA expression differed between mature females and
immature females and males, suggesting the participation of lncRNAs in the regulation
of sexual development. An in silico analysis suggested that lncRNAs could modulate the
genic expression involved in different essential biological processes in the development
of S. japonicum [101]. Further studies are necessary to identify the precise molecular mech-
anisms by which the lncRNAs regulate the biological functions of this parasite and to
determine potential therapeutic applications.

9. miRNAs of Clonorchis sinensis

A total of 62512 miRNAs expressed in adult C. sinensis flukes were predicted, which
were conserved with other species; additionally, 6 novel miRNAs were validated [102]. The
analysis suggested that C. sinensis miRNAs such as Csi-mir-71, Csi-mir-277b, Csi-mir-71c,
Csi-mir-215, and Csi-mir-36 could show higher expression levels [102]; this is interesting
since their increased expression could be useful for diagnostic purposes; however, this
has not yet been determined. Moreover, the functional roles of C. sinensis miRNAs in the
life cycle of the parasite, in the infection mechanisms, and in the promotion of cancer are
widely unknown.

A transcriptomic analysis of adult worms identified 51 miRNAs in C. sinensis. Among
them, 27 miRNAs were conserved and 24 miRNAs were possibly species-specific [103].
However, reduced variation in the miRNAs of C. sinensis and high conservation have been
reported [104]. Additionally, the genomic arrangement of some of these miRNAs has been
determined. Two very conserved miRNA clusters (the mir-71a/2 cluster group and the mir-
71b/2 cluster group) consisting of a set of four miRNAs were identified in C. sinensis [103].
Since the clusters could be expressed as a polycistronic transcript, it is possible that the
miRNAs show comparable expression patterns [105]; however, the function of the miRNAs
in C. sinensis clusters has not been determined.

Recently, the expression of miRNAs was analyzed in extracellular vesicles produced
by adult C. sinensis worms. An increased expression of miRNAs such as Csi-mir-71a-5p,
Csi-bantam, Csi-mir-61-3p, Csi-mir-10-5p, Csi-novel_mir11, and Csi-let-7a-5p was detected
in extracellular vesicles [106]. Since these extracellular vesicles released by C. sinensis
promoted macrophage M1/M2 polarization, biliary hyperplasia, fibrosis, and inflammation,
it is possible that their miRNA cargo plays a role in host immune modulation [106], with a
potential role in cancer promotion.

Csi-let-7a-5p

Csi-let-7a-5p is the first miRNA of C. sinensis with a described function. This miRNA
is loaded in extracellular vesicles, which can be released by worms [106]. Csi-let-7a-5p
can be delivered to macrophages and exert regulatory functions by binding molecular
targets [106] (Figure 4). Although the internalization of C. sinensis extracellular vesicles
and the delivery of cargo molecules have been reported only in macrophages, it is possible
that these events can take place in other host cellular types such as cholangiocytes, since
the extracellular vesicles of C. sinensis can promote the proliferation of cholangiocytes and
biliary injury [106]; however, this remains to be determined.
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icles supports the accumulation of M1-like macrophages in the liver, which can lead to a 

Figure 4. C. sinensis worms can release extracellular vesicles with miRNA cargo such as Csi-let-7a-5p.
This miRNA is delivered to host macrophages, binds molecular targets inhibiting genic expression,
and promotes polarization of these immune cells. Csi-let-7a-5p packaged in extracellular vesicles
supports the accumulation of M1-like macrophages in the liver, which can lead to a proinflammatory
microenvironment that has been connected to damage and proliferation of biliary cells. Created using
BioRender.com.

It has been proposed that Csi-let-7a-5p inside the macrophages binds the 3′-UTR
region of Socs1 (a suppressor of cytokine signaling) and Clec7a (C-type lectin domain
containing 7a), which provokes a reduction in their mRNA and protein expression, and
this promotes the activation of the NF-κB signaling pathway. Ultimately, Csi-let-7a-5p
induces polarization to M1-like macrophages, producing TNF-α, IL-6, IL-1b, Nos2 (ni-
tric oxide synthase), CD80, and CD86, as well as accumulation in the liver [106]. It has
been suggested that this proinflammatory effect contributes to inducing biliary injury
(Figure 4) [106]. Inflammation related to C. sinensis infection has been connected to the
promotion of cholangiocarcinoma [107]; thus, it is possible that Csi-let-7a-5p plays an
important role in carcinogenesis, modulating the inflammatory microenvironment, and it
can probably be a target for therapy or prevention.

10. miRNAs and lncRNAs of Opisthorchis viverrini

A genomic analysis predicted 178 miRNAs encoded by O. viverrini [108]. Addi-
tionally, an analysis of the transcriptomic profile using adult worms identified 17 miR-
NAs (as orthologs in C. sinensis) and 19 species-specific miRNAs as mostly intergenic
miRNAs [103]. Interestingly, a bioinformatic analysis indicated a higher number of miR-
NAs (55) of O. viverrini being conserved among species such as C. sinensis. Additionally, it
was suggested that these miRNAs could have similar expression patterns in the O. viverrini
and C. sinensis species. Moreover, miRNA variation among species was limited, with the
identification of two miRNAs (Ovi-mir-76 and Ovi-mir-new1) with different sequences
that could be useful in distinguishing O. viverrini from other related organisms such as
C. sinensis or Opisthorchis felineus [104].

BioRender.com


Int. J. Mol. Sci. 2022, 23, 8173 16 of 23

Homology of the two miRNA clusters, the mir-71a/2 cluster group and the mir-71b/2
cluster group, encoded by C. sinensis were identified in O. viverrine [103], suggesting
important roles in the functions of these parasites. Considering the information reported
about O. viverrini miRNAs and the carcinogenic potential of this parasite, further studies
should address aspects such as the biological functions, molecular targets, and roles in
infection or in cancer of the miRNAs encoded by O. viverrini.

Finally, a genomic study using adult worms predicted 61 lncRNAs encoded by
O. viverrini [108]; however, the expression of theses lncRNAs in different stages of de-
velopment, possible molecular targets, functions in infection, packaging in extracellular
vesicles, and their participation in promoting cancer have not been addressed.

11. Conclusions and Future Perspectives

miRNAs have been more widely studied than lncRNAs in carcinogenic parasites.
Additionally, the reports analyzing miRNAs and lncRNAs in carcinogenic parasites are
few in comparison to the available information regarding possible carcinogenic parasites
(S. japonicum). A great number of miRNAs have been predicted to be encoded and ex-
pressed by these helminths involved in human cancers. The miRNAs of these parasites
could be involved in carcinogenesis by modulating the biological functions of the pathogen
and the host and by altering microenvironments prone to tumor growth (Figure 1). Ad-
ditionally, miRNAs can be packed in parasite-released vesicles, delivered to host cells,
and bind molecular targets, resulting in the modulation of processes associated with the
promotion of cancer such as fibrosis, inflammation, and immune-cell polarization (Table 2).
However, the molecular mechanisms and the functions of many of the miRNAs in these
parasites are largely unknown.

LncRNAs have been expected to regulate essential biological processes and to be
expressed by carcinogenic parasites, but studies analyzing the lncRNAs of C. sinensis
have not yet been reported. Interestingly, lncRNAs were detected in extracellular vesicles
released by helminths [109], but this has not been reported in carcinogenic or possibly
carcinogenic parasites. It is important to determine the presence and the effects of lncRNA
cargo in the extracellular vesicles produced by these parasites involved in cancer; moreover,
it is important to establish whether lncRNAs represent another valuable layer of genic
expression regulation implicated in the host–parasite interaction or in the promotion of
cancer associated with infection.

Table 2. Parasitic miRNAs possibly involved in cancer promotion.

miRNA Host Molecular Target Biological Effect Possible Seed Sequence Ref ‡

Sha-mir-71a MAPK-3
ND *

Found in urine of bladder cancer
patients associated with infection

5′-GAAAGAC-3′ [56,59,110]

Sja-mir-1 SFRP1 ¥ Promotion of hepatic fibrosis and
activation of HSC 5′-GGAAUGU-3′ [89]

Sja-mir-2162 TGFβ3 ¥ Promotion of hepatic fibrosis and
activation of HSC 5′-UAUUAUGCA-3′ [84]

Sja-mir-125b,
Sja-mir-219,
Sja-mir-923,

Sja-mir-3482 and
Sja-mir-3480

ND * Activation of HSC ——— [84]

Sja-mir-125b
257 predicted putative

targets
PROS1 ¥

Promotion of inflammation
Macrophage polarization 5′-UCCCUGAGA-3′ [64,68,84,91]
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Table 2. Cont.

miRNA Host Molecular Target Biological Effect Possible Seed Sequence Ref ‡

Sja-bantam
12 predicted putative

targets FAM212B ¥ and
CLMP ¥

Promotion of inflammation
Macrophage polarization 5′-GAGAUCG-3′ [91]

Csi-let-7a-5p SOCS1 ¥ and CLEC7A ¥
Promotion of inflammation
Macrophage polarization

Biliary injury
5′-GAGGUAG-3′ [106]

* Not determined; ¥ validated target; ‡ reference.

The miRNAs of parasites involved in cancer have been detected in different fluids
such as urine, serum, and plasma, and have potential as a diagnostic tool in infection and
cancer. Studies on the circulating miRNAs of schistosomes have begun to demonstrate
the potential reaches and possible difficulties in diagnostic applications [59,98,111]. In this
sense, a plethora of candidate miRNAs encoded by carcinogenic parasites with potential
in diagnostics should be analyzed in future studies. Moreover, the miRNA expression
profiles are distinct in each developmental stage of the parasites associated with cancer,
as is widely demonstrated in S. japonicum. The characterization of these profiles provides
possible targets for the treatment and control of infection, as well as the prevention of
conditions that could promote tumorigenesis. Interestingly, as reviewed, miRNAs encoded
by S. japonicum can exert antitumoral effects by inhibiting fibrosis and the proliferation,
growth, and migration of tumor cells. However, the miRNAs of this parasite can promote
processes associated with cancer such as liver fibrosis and inflammation. Thus, the miRNAs
of S. japonicum seem to contribute in dual ways when linked to cancer. The differences in
the context of these studies could explain the apparent discrepancies.

The generation of biliary hyperplasia, fibrosis, microenvironments with high cytokine
production, and the recruitment of inflammatory immune cells in chronic infection with
C. sinensis have been linked to the promotion of cholangiocarcinoma [112,113]. Moreover,
extracellular vesicles released by C. sinensis containing diverse molecules and miRNA cargo
participate in the generation of these processes. An miRNA of this parasite is involved
in the modulation of the host immune function and the promotion of inflammation [106].
Further studies will determine whether other miRNAs of this liver fluke are involved
directly or indirectly in the promotion of cancer. Additionally, the functions of miRNAs
or lncRNAs in the development, or throughout the life cycle, of C. sinensis have not
been described experimentally. Studies in these directions could provide new targets for
potential treatment.

Information about the expression and functions of miRNAs and lncRNAs from
O. viverrini is very limited; thus, at the time, it is difficult to determine the contribution of
these RNA regulators in the development of cholangiocarcinoma. Further studies should
analyze the regulation of biological process across the lifespan of O. viverrini controlled by
miRNAs and lncRNAs—as well as the possible participation of these RNA regulators in
chronic injury to the biliary epithelial cells, inflammation, and host-cell proliferation—in
order to identify potential therapeutic targets. This parasite can release extracellular vesi-
cles with cargo molecules, which can be internalized by human cholangiocytes, thereby
promoting the proliferation and production of proinflammatory cytokine IL-6. These vesi-
cles have been described as having an important role in carcinogenesis [114]; however,
to the best of our knowledge, an analysis of miRNA cargo in extracellular vesicles has
not been carried out. It is possible to suggest that the extracellular vesicles of O. viverrine
could transport miRNA cargo as many other helminths release extracellular vesicles con-
taining miRNAs, and these exert biological effects on the cells of the host; however, these
must be established. This could be useful for the identification of potential biomarkers.
Helicobacter pylori has been associated with the promotion of extragastric cancers such as
cholangiocarcinoma; additionally, a higher frequency of this bacterium was found in the
bile of cholangiocarcinoma patients as compared with controls [115–117]. Interestingly,
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it has been suggested that O. viverrini serves as a reservoir host of H. pylori and is a vec-
tor for this carcinogenic bacterium in humans [118,119]. Thus, O. viverrini experimental
infection in hamsters was found to increase the prevalence of H. pylori in bile samples,
liver tissue, feces, and the rectal epithelium of infected hosts [116,118]. It was suggested
that coinfection could promote opisthorchiasis-associated cholangiocarcinoma [119,120].
Together, these observations suggest that the microbiota of O. viverrini are important in
the pathogenesis and carcinogenic potential of the parasite; whether the microbiota can
modulate the miRNA or lncRNA expression profile of O. viverrini has not been determined.
A recent study suggested that O. viverrini is not a reservoir of H. pylori, but that infection
with O. viverrini or C. sinensis modifies the host’s microbiota by allowing the expansion of
H. pylori already present in the host [116]. Whether the miRNAs or lncRNAs of oncogenic
helminths participate in host microbiota alteration has not been reported.

miRNAs in different species share sequence similarities [68]. For example, Sja-mir-7-5p
presents an identical seed sequence (2–8 nt in the 5′ region) to that of human Hsa-mir-7-5p.
These miRNAs showed tumor-suppressor activity [94]. On the other hand, Sja-mir-125b
induces the activation of stellate cells, inflammation, and macrophage polarization [84,91],
which have been associated with tumor promotion. This miRNA from S. japonicum presents
an identical seed sequence (2–8 nt in the 5′ region) to that of the human miRNA Hsa-miR-
125a-5p. Interestingly, Hsa-miR-125a-5p may function as a powerful tumor promoter [121].
Thus, the miRNAs of helminths can share sequence similarities with human miRNAs and
could show a similar capacity regarding the promotion or inhibition of tumor development.
However, similar seed sequences between miRNAs do not indicate completely identical
functions. Other mechanisms regulating gene expression, the availability of molecular
targets, and the cellular context must be considered. For example, Hsa-miR-125a-5p can
present oncogenic activity or tumor-suppressor functions in different types of cancer [121].

In addition to miRNAs and lncRNAs, interest in other regulator RNAs, such as circR-
NAs, has increased in recent years. CircRNAs are single-stranded closed RNAs that are very
stable and resistant to degradation by RNases, with broad potential as biomarkers [122].
These molecules can function as miRNAs and protein sponges by regulating genic ex-
pression at different levels in health and disease. The key functions of circRNAs have
been described in the context of cancer [122]. CircRNAs have been analyzed in distinct
helminths and detected in parasite-derived extracellular vesicles, and their participation
in diverse biological processes has been predicted [123–125]. However, the prediction,
expression, and functional evaluation of circRNAs have not been addressed in carcinogenic
and possibly carcinogenic helminth parasites. These analyses could bring to light potential
new molecular mechanisms of regulation in the different biological functions of helminth
parasites, as well as their possible applications in therapy or diagnostics in the context
of cancer.
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Products Modulate Oxidative Stress and Apoptosis-Related Biomarkers in Human Cell Lines. Parasit. Vectors 2016, 9, 607.
[CrossRef]

36. Sofronic-Milosavljevic, L.; Ilic, N.; Pinelli, E.; Gruden-Movsesijan, A. Secretory Products of Trichinella Spiralis Muscle Larvae and
Immunomodulation: Implication for Autoimmune Diseases, Allergies, and Malignancies. J. Immunol. Res. 2015, 2015, 523875.
[CrossRef]

37. Hatta, M.N.A.; Mohamad Hanif, E.A.; Chin, S.-F.; Neoh, H.-M. Pathogens and Carcinogenesis: A Review. Biology 2021, 10, 533.
[CrossRef]

38. Santos, L.L.; Santos, J.; Gouveia, M.J.; Bernardo, C.; Lopes, C.; Rinaldi, G.; Brindley, P.J.; Costa, J.M.C. da Urogenital
Schistosomiasis-History, Pathogenesis, and Bladder Cancer. J. Clin. Med. 2021, 10, E205. [CrossRef]

39. Ishida, K.; Hsieh, M.H. Understanding Urogenital Schistosomiasis-Related Bladder Cancer: An Update. Front. Med. 2018, 5, 223.
[CrossRef]

40. Santos, J.; Chaves, J.; Araújo, H.; Vale, N.; Costa, J.M.; Brindley, P.J.; Lopes, C.; Naples, J.; Shiff, C.; Dupret, J.; et al. Comparison of
Findings Using Ultrasonography and Cystoscopy in Urogenital Schistosomiasis in a Public Health Centre in Rural Angola. S. Afr.
Med. J. 2015, 105, 312–315. [CrossRef]

41. Adebayo, A.S.; Suryavanshi, M.V.; Bhute, S.; Agunloye, A.M.; Isokpehi, R.D.; Anumudu, C.I.; Shouche, Y.S. The Microbiome in
Urogenital Schistosomiasis and Induced Bladder Pathologies. PLoS Negl. Trop. Dis. 2017, 11, e0005826. [CrossRef]

42. Chala, B.; Choi, M.-H.; Moon, K.C.; Kim, H.S.; Kwak, C.; Hong, S.-T. Development of Urinary Bladder Pre-Neoplasia by
Schistosoma Haematobium Eggs and Chemical Carcinogen in Mice. Korean J. Parasitol. 2017, 55, 21–29. [CrossRef]

43. Honeycutt, J.; Hammam, O.; Fu, C.-L.; Hsieh, M.H. Controversies and Challenges in Research on Urogenital Schistosomiasis-
Associated Bladder Cancer. Trends Parasitol. 2014, 30, 324–332. [CrossRef] [PubMed]

44. Aly, M.S.; Khaled, H.M.; Emara, M.; Hussein, T.D. Cytogenetic Profile of Locally Advanced and Metastatic Schistosoma-Related
Bladder Cancer and Response to Chemotherapy. Cancer Genet. 2012, 205, 156–162. [CrossRef] [PubMed]

45. Botelho, M.C.; Veiga, I.; Oliveira, P.A.; Lopes, C.; Teixeira, M.; da Costa, J.M.C.; Machado, J.C. Carcinogenic Ability of Schistosoma
Haematobium Possibly through Oncogenic Mutation of KRAS Gene. Adv. Cancer Res. Treat. 2013, 2013, 876585. [PubMed]

46. Hamid, H.K.S. Schistosoma Japonicum-Associated Colorectal Cancer: A Review. Am. J. Trop. Med. Hyg. 2019, 100, 501–505.
[CrossRef]

47. Na, B.-K.; Pak, J.H.; Hong, S.-J. Clonorchis Sinensis and Clonorchiasis. Acta Trop. 2020, 203, 105309. [CrossRef]
48. Qian, M.-B.; Zhou, X.-N. Clonorchis Sinensis. Trends Parasitol. 2021, 37, 1014–1015. [CrossRef]
49. Bouvard, V.; Baan, R.; Straif, K.; Grosse, Y.; Secretan, B.; El Ghissassi, F.; Benbrahim-Tallaa, L.; Guha, N.; Freeman, C.;

Galichet, L.; et al. A Review of Human Carcinogens–Part B: Biological Agents. Lancet Oncol. 2009, 10, 321–322. [CrossRef]
50. Pak, J.H.; Lee, J.-Y.; Jeon, B.Y.; Dai, F.; Yoo, W.G.; Hong, S.-J. Cytokine Production in Cholangiocarcinoma Cells in Response to

Clonorchis Sinensis Excretory-Secretory Products and Their Putative Protein Components. Korean J. Parasitol. 2019, 57, 379–387.
[CrossRef]

51. Won, J.; Cho, Y.; Lee, D.; Jeon, B.Y.; Ju, J.-W.; Chung, S.; Pak, J.H. Clonorchis Sinensis Excretory-Secretory Products Increase
Malignant Characteristics of Cholangiocarcinoma Cells in Three-Dimensional Co-Culture with Biliary Ductal Plates. PLoS Pathog.
2019, 15, e1007818. [CrossRef]

52. Bahk, Y.Y.; Pak, J.H. Toll-Like Receptor-Mediated Free Radical Generation in Clonorchis Sinensis Excretory-Secretory Product-
Treated Cholangiocarcinoma Cells. Korean J. Parasitol. 2016, 54, 679–684. [CrossRef]

53. Nam, J.-H.; Moon, J.H.; Kim, I.K.; Lee, M.-R.; Hong, S.-J.; Ahn, J.H.; Chung, J.W.; Pak, J.H. Free Radicals Enzymatically Triggered
by Clonorchis Sinensis Excretory-Secretory Products Cause NF-KB-Mediated Inflammation in Human Cholangiocarcinoma Cells.
Int. J. Parasitol. 2012, 42, 103–113. [CrossRef] [PubMed]

54. Sripa, B.; Brindley, P.J.; Mulvenna, J.; Laha, T.; Smout, M.J.; Mairiang, E.; Bethony, J.M.; Loukas, A. The Tumorigenic Liver Fluke
Opisthorchis Viverrini–Multiple Pathways to Cancer. Trends Parasitol. 2012, 28, 395–407. [CrossRef] [PubMed]

55. Jusakul, A.; Kongpetch, S.; Teh, B.T. Genetics of Opisthorchis Viverrini-Related Cholangiocarcinoma. Curr. Opin. Gastroenterol.
2015, 31, 258–263. [CrossRef] [PubMed]

56. Stroehlein, A.J.; Young, N.D.; Korhonen, P.K.; Hall, R.S.; Jex, A.R.; Webster, B.L.; Rollinson, D.; Brindley, P.J.; Gasser, R.B. The
Small RNA Complement of Adult Schistosoma Haematobium. PLoS Negl. Trop. Dis. 2018, 12, e0006535. [CrossRef] [PubMed]

57. Cardoso, T.C.; de, S.; de Araújo, C.B.; Portilho, L.G.; Mendes, L.G.A.; Alves, T.C.; Silva, G.C.; Ribeiro, T.H.C.; Gandolfi, P.E.;
Morais, E.R.; et al. Computational Prediction and Characterisation of MiRNAs and Their Pathway Genes in Human Schistosomi-
asis Caused by Schistosoma Haematobium. Mem. Inst. Oswaldo Cruz 2020, 115, e190378. [CrossRef] [PubMed]

58. Meningher, T.; Lerman, G.; Regev-Rudzki, N.; Gold, D.; Ben-Dov, I.Z.; Sidi, Y.; Avni, D.; Schwartz, E. Schistosomal MicroRNAs Iso-
lated From Extracellular Vesicles in Sera of Infected Patients: A New Tool for Diagnosis and Follow-up of Human Schistosomiasis.
J. Infect. Dis. 2017, 215, 378–386. [CrossRef]

http://doi.org/10.3109/10408363.2014.886180
http://www.ncbi.nlm.nih.gov/pubmed/24588712
http://doi.org/10.1016/j.ebiom.2016.11.034
http://www.ncbi.nlm.nih.gov/pubmed/27956028
http://doi.org/10.1186/s13071-016-1895-5
http://doi.org/10.1155/2015/523875
http://doi.org/10.3390/biology10060533
http://doi.org/10.3390/jcm10020205
http://doi.org/10.3389/fmed.2018.00223
http://doi.org/10.7196/SAMJ.8564
http://doi.org/10.1371/journal.pntd.0005826
http://doi.org/10.3347/kjp.2017.55.1.21
http://doi.org/10.1016/j.pt.2014.05.004
http://www.ncbi.nlm.nih.gov/pubmed/24913983
http://doi.org/10.1016/j.cancergen.2012.01.011
http://www.ncbi.nlm.nih.gov/pubmed/22559976
http://www.ncbi.nlm.nih.gov/pubmed/25221779
http://doi.org/10.4269/ajtmh.18-0807
http://doi.org/10.1016/j.actatropica.2019.105309
http://doi.org/10.1016/j.pt.2021.05.011
http://doi.org/10.1016/S1470-2045(09)70096-8
http://doi.org/10.3347/kjp.2019.57.4.379
http://doi.org/10.1371/journal.ppat.1007818
http://doi.org/10.3347/kjp.2016.54.5.679
http://doi.org/10.1016/j.ijpara.2011.11.001
http://www.ncbi.nlm.nih.gov/pubmed/22138019
http://doi.org/10.1016/j.pt.2012.07.006
http://www.ncbi.nlm.nih.gov/pubmed/22947297
http://doi.org/10.1097/MOG.0000000000000162
http://www.ncbi.nlm.nih.gov/pubmed/25693006
http://doi.org/10.1371/journal.pntd.0006535
http://www.ncbi.nlm.nih.gov/pubmed/29813122
http://doi.org/10.1590/0074-02760190378
http://www.ncbi.nlm.nih.gov/pubmed/32401998
http://doi.org/10.1093/infdis/jiw539


Int. J. Mol. Sci. 2022, 23, 8173 21 of 23

59. Gaber, D.A.; Wassef, R.M.; El-Ayat, W.M.; El-Moazen, M.I.; Montasser, K.A.; Swar, S.A.; Amin, H.A.A. Role of a Schistosoma
Haematobium Specific MicroRNA as a Predictive and Prognostic Tool for Bilharzial Bladder Cancer in Egypt. Sci. Rep. 2020,
10, 18844. [CrossRef]

60. Grilo, I.; Rodrigues, C.; Soares, A.; Grande, E. Facing Treatment of Non-Urothelial Bladder Cancers in the Immunotherapy Era.
Crit. Rev. Oncol. Hematol. 2020, 153, 103034. [CrossRef]

61. Lopez-Beltran, A.; Henriques, V.; Montironi, R.; Cimadamore, A.; Raspollini, M.R.; Cheng, L. Variants and New Entities of
Bladder Cancer. Histopathology 2019, 74, 77–96. [CrossRef]

62. Sirekbasan, S.; Gurkok Tan, T. In Silico Analysis of Common Long Noncoding RNAs in Schistosoma Mansoni and Schistosoma
Haematobium. J. Trop. Med. 2021, 2021, 6617118. [CrossRef]

63. Cai, P.; Hou, N.; Piao, X.; Liu, S.; Liu, H.; Yang, F.; Wang, J.; Jin, Q.; Wang, H.; Chen, Q. Profiles of Small Non-Coding RNAs in
Schistosoma Japonicum during Development. PLoS Negl. Trop. Dis. 2011, 5, e1256. [CrossRef] [PubMed]

64. Yu, J.; Yu, Y.; Li, Q.; Chen, M.; Shen, H.; Zhang, R.; Song, M.; Hu, W. Comprehensive Analysis of MiRNA Profiles Reveals the Role
of Schistosoma Japonicum MiRNAs at Different Developmental Stages. Vet. Res. 2019, 50, 23. [CrossRef] [PubMed]

65. Wang, Z.; Xue, X.; Sun, J.; Luo, R.; Xu, X.; Jiang, Y.; Zhang, Q.; Pan, W. An “in-Depth” Description of the Small Non-Coding RNA
Population of Schistosoma Japonicum Schistosomulum. PLoS Negl. Trop. Dis. 2010, 4, e596. [CrossRef] [PubMed]

66. Cai, P.; Liu, S.; Piao, X.; Hou, N.; Gobert, G.N.; McManus, D.P.; Chen, Q. Comprehensive Transcriptome Analysis of Sex-Biased
Expressed Genes Reveals Discrete Biological and Physiological Features of Male and Female Schistosoma Japonicum. PLoS Negl.
Trop. Dis. 2016, 10, e0004684. [CrossRef]

67. Huang, J.; Hao, P.; Chen, H.; Hu, W.; Yan, Q.; Liu, F.; Han, Z.-G. Genome-Wide Identification of Schistosoma Japonicum
MicroRNAs Using a Deep-Sequencing Approach. PLoS ONE 2009, 4, e8206. [CrossRef]

68. Xue, X.; Sun, J.; Zhang, Q.; Wang, Z.; Huang, Y.; Pan, W. Identification and Characterization of Novel MicroRNAs from
Schistosoma Japonicum. PLoS ONE 2008, 3, e4034. [CrossRef]

69. Cheng, G.; Jin, Y. MicroRNAs: Potentially Important Regulators for Schistosome Development and Therapeutic Targets against
Schistosomiasis. Parasitology 2012, 139, 669–679. [CrossRef]

70. Zhao, J.; Luo, R.; Xu, X.; Zou, Y.; Zhang, Q.; Pan, W. High-Throughput Sequencing of RNAs Isolated by Cross-Linking
Immunoprecipitation (HITS-CLIP) Reveals Argonaute-Associated MicroRNAs and Targets in Schistosoma Japonicum. Parasit.
Vectors 2015, 8, 589. [CrossRef]

71. Hao, L.; Cai, P.; Jiang, N.; Wang, H.; Chen, Q. Identification and Characterization of MicroRNAs and Endogenous SiRNAs in
Schistosoma Japonicum. BMC Genom. 2010, 11, 55. [CrossRef]

72. Zhu, L.; Zhao, J.; Wang, J.; Hu, C.; Peng, J.; Luo, R.; Zhou, C.; Liu, J.; Lin, J.; Jin, Y.; et al. MicroRNAs Are Involved in the
Regulation of Ovary Development in the Pathogenic Blood Fluke Schistosoma Japonicum. PLoS Pathog. 2016, 12, e1005423.
[CrossRef]

73. Han, Y.; Feng, J.; Ren, Y.; Wu, L.; Li, H.; Liu, J.; Jin, Y. Differential Expression of MicroRNA between Normally Developed and
Underdeveloped Female Worms of Schistosoma Japonicum. Vet. Res. 2020, 51, 126. [CrossRef] [PubMed]

74. Sun, J.; Wang, S.; Li, C.; Ren, Y.; Wang, J. Novel Expression Profiles of MicroRNAs Suggest That Specific MiRNAs Regulate Gene
Expression for the Sexual Maturation of Female Schistosoma Japonicum after Pairing. Parasit. Vectors 2014, 7, 177. [CrossRef]

75. Sun, J.; Wang, S.-W.; Li, C. ATP Synthase: An Identified Target Gene of Bantam in Paired Female Schistosoma Japonicum. Parasitol.
Res. 2015, 114, 593–600. [CrossRef] [PubMed]

76. Ai, L.; Hu, W.; Zhang, R.L.; Huang, D.N.; Chen, S.H.; Xu, B.; Li, H.; Cai, Y.C.; Lu, Y.; Zhou, X.N.; et al. MicroRNAs Expression
Profiles in Schistosoma Japonicum of Different Sex 14 and 28 Days Post-Infection. Trop. Biomed. 2020, 37, 947–962. [CrossRef]
[PubMed]

77. Du, P.; Giri, B.R.; Liu, J.; Xia, T.; Grevelding, C.G.; Cheng, G. Proteomic and Deep Sequencing Analysis of Extracellular Vesicles
Isolated from Adult Male and Female Schistosoma Japonicum. PLoS Negl. Trop. Dis. 2020, 14, e0008618. [CrossRef]

78. Zhu, L.; Liu, J.; Dao, J.; Lu, K.; Li, H.; Gu, H.; Liu, J.; Feng, X.; Cheng, G. Molecular Characterization of S. Japonicum Exosome-like
Vesicles Reveals Their Regulatory Roles in Parasite-Host Interactions. Sci. Rep. 2016, 6, 25885. [CrossRef]

79. Kumagai, T.; Shimogawara, R.; Ichimura, K.; Iwanaga, S. Calpain Inhibitor Suppresses Both Extracellular Vesicle-Mediated
Secretion of MiRNAs and Egg Production from Paired Adults of Schistosoma Japonicum. Parasitol. Int. 2022, 87, 102540.
[CrossRef]

80. Han, H.; Peng, J.; Hong, Y.; Fu, Z.; Lu, K.; Li, H.; Zhu, C.; Zhao, Q.; Lin, J. Comparative Analysis of MicroRNA in Schistosomula
Isolated from Non-Permissive Host and Susceptible Host. Mol. Biochem. Parasitol. 2015, 204, 81–88. [CrossRef]

81. Han, H.; Peng, J.; Hong, Y.; Fu, Z.; Lu, K.; Li, H.; Zhu, C.; Zhao, Q.; Lin, J. Comparative Characterization of MicroRNAs in
Schistosoma Japonicum Schistosomula from Wistar Rats and BALB/c Mice. Parasitol. Res. 2015, 114, 2639–2647. [CrossRef]

82. Yu, X.; Zhai, Q.; Fu, Z.; Hong, Y.; Liu, J.; Li, H.; Lu, K.; Zhu, C.; Lin, J.; Li, G. Comparative Analysis of MicroRNA Expression
Profiles of Adult Schistosoma Japonicum Isolated from Water Buffalo and Yellow Cattle. Parasit. Vectors 2019, 12, 196. [CrossRef]

83. Liu, R.; Zhong, Q.-P.; Tang, H.-B.; Dong, H.-F. Comparative Characterization of MicroRNAs of Schistosoma Japonicum from SCID
Mice and BALB/c Mice: Clues to the Regulation of Parasite Growth and Development. Acta Trop. 2022, 225, 106200. [CrossRef]
[PubMed]

84. He, X.; Wang, Y.; Fan, X.; Lei, N.; Tian, Y.; Zhang, D.; Pan, W. A Schistosome MiRNA Promotes Host Hepatic Fibrosis by Targeting
Transforming Growth Factor Beta Receptor III. J. Hepatol. 2020, 72, 519–527. [CrossRef] [PubMed]

http://doi.org/10.1038/s41598-020-74807-1
http://doi.org/10.1016/j.critrevonc.2020.103034
http://doi.org/10.1111/his.13752
http://doi.org/10.1155/2021/6617118
http://doi.org/10.1371/journal.pntd.0001256
http://www.ncbi.nlm.nih.gov/pubmed/21829742
http://doi.org/10.1186/s13567-019-0642-2
http://www.ncbi.nlm.nih.gov/pubmed/30947738
http://doi.org/10.1371/journal.pntd.0000596
http://www.ncbi.nlm.nih.gov/pubmed/20161724
http://doi.org/10.1371/journal.pntd.0004684
http://doi.org/10.1371/journal.pone.0008206
http://doi.org/10.1371/journal.pone.0004034
http://doi.org/10.1017/S0031182011001855
http://doi.org/10.1186/s13071-015-1203-9
http://doi.org/10.1186/1471-2164-11-55
http://doi.org/10.1371/journal.ppat.1005423
http://doi.org/10.1186/s13567-020-00851-4
http://www.ncbi.nlm.nih.gov/pubmed/32977838
http://doi.org/10.1186/1756-3305-7-177
http://doi.org/10.1007/s00436-014-4221-1
http://www.ncbi.nlm.nih.gov/pubmed/25407126
http://doi.org/10.47665/tb.37.4.947
http://www.ncbi.nlm.nih.gov/pubmed/33612748
http://doi.org/10.1371/journal.pntd.0008618
http://doi.org/10.1038/srep25885
http://doi.org/10.1016/j.parint.2022.102540
http://doi.org/10.1016/j.molbiopara.2015.11.005
http://doi.org/10.1007/s00436-015-4468-1
http://doi.org/10.1186/s13071-019-3450-7
http://doi.org/10.1016/j.actatropica.2021.106200
http://www.ncbi.nlm.nih.gov/pubmed/34740636
http://doi.org/10.1016/j.jhep.2019.10.029
http://www.ncbi.nlm.nih.gov/pubmed/31738999


Int. J. Mol. Sci. 2022, 23, 8173 22 of 23

85. Cai, P.; Piao, X.; Hao, L.; Liu, S.; Hou, N.; Wang, H.; Chen, Q. A Deep Analysis of the Small Non-Coding RNA Population in
Schistosoma Japonicum Eggs. PLoS ONE 2013, 8, e64003. [CrossRef] [PubMed]

86. Cheng, G.; Luo, R.; Hu, C.; Cao, J.; Jin, Y. Deep Sequencing-Based Identification of Pathogen-Specific MicroRNAs in the Plasma of
Rabbits Infected with Schistosoma Japonicum. Parasitology 2013, 140, 1751–1761. [CrossRef]

87. Zhu, S.; Wang, S.; Lin, Y.; Jiang, P.; Cui, X.; Wang, X.; Zhang, Y.; Pan, W. Release of Extracellular Vesicles Containing Small RNAs
from the Eggs of Schistosoma Japonicum. Parasit. Vectors 2016, 9, 574. [CrossRef]

88. Wang, L.; Liao, Y.; Yang, R.; Yu, Z.; Zhang, L.; Zhu, Z.; Wu, X.; Shen, J.; Liu, J.; Xu, L.; et al. Sja-MiR-71a in Schistosome
Egg-Derived Extracellular Vesicles Suppresses Liver Fibrosis Caused by Schistosomiasis via Targeting Semaphorin 4D. J. Extracell.
Vesicles 2020, 9, 1785738. [CrossRef]

89. Wang, Y.; Fan, X.; Lei, N.; He, X.; Wang, X.; Luo, X.; Zhang, D.; Pan, W. A MicroRNA Derived From Schistosoma Japonicum
Promotes Schistosomiasis Hepatic Fibrosis by Targeting Host Secreted Frizzled-Related Protein 1. Front. Cell. Infect. Microbiol.
2020, 10, 101. [CrossRef]

90. Dhar, D.; Baglieri, J.; Kisseleva, T.; Brenner, D.A. Mechanisms of Liver Fibrosis and Its Role in Liver Cancer. Exp. Biol. Med.
Maywood NJ 2020, 245, 96–108. [CrossRef]

91. Liu, J.; Zhu, L.; Wang, J.; Qiu, L.; Chen, Y.; Davis, R.E.; Cheng, G. Schistosoma Japonicum Extracellular Vesicle MiRNA Cargo
Regulates Host Macrophage Functions Facilitating Parasitism. PLoS Pathog. 2019, 15, e1007817. [CrossRef]

92. Meningher, T.; Barsheshet, Y.; Ofir-Birin, Y.; Gold, D.; Brant, B.; Dekel, E.; Sidi, Y.; Schwartz, E.; Regev-Rudzki, N.; Avni, O.; et al.
Schistosomal Extracellular Vesicle-Enclosed MiRNAs Modulate Host T Helper Cell Differentiation. EMBO Rep. 2020, 21, e47882.
[CrossRef]

93. Hu, C.; Li, Y.; Pan, D.; Wang, J.; Zhu, L.; Lin, Y.; Zhu, S.; Pan, W. A Schistosoma Japonicum MicroRNA Exerts Antitumor Effects
Through Inhibition of Both Cell Migration and Angiogenesis by Targeting PGAM1. Front. Oncol. 2021, 11, 652395. [CrossRef]
[PubMed]

94. Hu, C.; Zhu, S.; Wang, J.; Lin, Y.; Ma, L.; Zhu, L.; Jiang, P.; Li, Z.; Pan, W. Schistosoma Japonicum MiRNA-7-5p Inhibits the Growth
and Migration of Hepatoma Cells via Cross-Species Regulation of S-Phase Kinase-Associated Protein 2. Front. Oncol. 2019, 9, 175.
[CrossRef] [PubMed]

95. Jiang, P.; Wang, J.; Zhu, S.; Hu, C.; Lin, Y.; Pan, W. Identification of a Schistosoma Japonicum MicroRNA That Suppresses
Hepatoma Cell Growth and Migration by Targeting Host FZD4 Gene. Front. Cell. Infect. Microbiol. 2022, 12, 786543. [CrossRef]
[PubMed]

96. Lin, Y.; Zhu, S.; Hu, C.; Wang, J.; Jiang, P.; Zhu, L.; Li, Z.; Wang, S.; Zhang, Y.; Xu, X.; et al. Cross-Species Suppression of Hepatoma
Cell Growth and Migration by a Schistosoma Japonicum MicroRNA. Mol. Ther. Nucleic Acids 2019, 18, 400–412. [CrossRef]
[PubMed]

97. Li, S.; Giri, B.R.; Liu, J.; He, X.; Cai, P.; Jing, Z.; Cheng, G. Characterization of MicroRNA Cargo of Extracellular Vesicles Isolated
from the Plasma of Schistosoma Japonicum-Infected Mice. Front. Cell. Infect. Microbiol. 2022, 12, 803242. [CrossRef] [PubMed]

98. Cai, P.; Gobert, G.N.; You, H.; Duke, M.; McManus, D.P. Circulating MiRNAs: Potential Novel Biomarkers for Hepatopathology
Progression and Diagnosis of Schistosomiasis Japonica in Two Murine Models. PLoS Negl. Trop. Dis. 2015, 9, e0003965. [CrossRef]

99. Mu, Y.; Cai, P.; Olveda, R.M.; Ross, A.G.; Olveda, D.U.; McManus, D.P. Parasite-Derived Circulating MicroRNAs as Biomarkers
for the Detection of Human Schistosoma Japonicum Infection. Parasitology 2020, 147, 889–896. [CrossRef]

100. Liao, Q.; Zhang, Y.; Zhu, Y.; Chen, J.; Dong, C.; Tao, Y.; He, A.; Liu, J.; Wu, Z. Identification of Long Noncoding RNAs in
Schistosoma Mansoni and Schistosoma Japonicum. Exp. Parasitol. 2018, 191, 82–87. [CrossRef]

101. Maciel, L.F.; Morales-Vicente, D.A.; Verjovski-Almeida, S. Dynamic Expression of Long Non-Coding RNAs Throughout Parasite
Sexual and Neural Maturation in Schistosoma Japonicum. NonCoding RNA 2020, 6, E15. [CrossRef]

102. Xu, M.-J.; Liu, Q.; Nisbet, A.J.; Cai, X.-Q.; Yan, C.; Lin, R.-Q.; Yuan, Z.-G.; Song, H.-Q.; He, X.-H.; Zhu, X.-Q. Identification and
Characterization of MicroRNAs in Clonorchis Sinensis of Human Health Significance. BMC Genom. 2010, 11, 521. [CrossRef]

103. Ovchinnikov, V.Y.; Afonnikov, D.A.; Vasiliev, G.V.; Kashina, E.V.; Sripa, B.; Mordvinov, V.A.; Katokhin, A.V. Identification of
MicroRNA Genes in Three Opisthorchiids. PLoS Negl. Trop. Dis. 2015, 9, e0003680. [CrossRef] [PubMed]

104. Ovchinnikov, V.Y.; Mordvinov, V.A.; Fromm, B. Extreme Conservation of MiRNA Complements in Opisthorchiids. Parasitol. Int.
2017, 66, 773–776. [CrossRef] [PubMed]

105. Stark, V.A.; Facey, C.O.B.; Viswanathan, V.; Boman, B.M. The Role of MiRNAs, MiRNA Clusters, and IsomiRs in Development of
Cancer Stem Cell Populations in Colorectal Cancer. Int. J. Mol. Sci. 2021, 22, 1424. [CrossRef]

106. Yan, C.; Zhou, Q.-Y.; Wu, J.; Xu, N.; Du, Y.; Li, J.; Liu, J.-X.; Koda, S.; Zhang, B.-B.; Yu, Q.; et al. Csi-Let-7a-5p Delivered by Extra-
cellular Vesicles from a Liver Fluke Activates M1-like Macrophages and Exacerbates Biliary Injuries. Proc. Natl. Acad. Sci. USA
2021, 118, e2102206118. [CrossRef] [PubMed]

107. Brindley, P.J.; Bachini, M.; Ilyas, S.I.; Khan, S.A.; Loukas, A.; Sirica, A.E.; Teh, B.T.; Wongkham, S.; Gores, G.J. Cholangiocarcinoma.
Nat. Rev. Dis. Primer 2021, 7, 65. [CrossRef]

108. Young, N.D.; Nagarajan, N.; Lin, S.J.; Korhonen, P.K.; Jex, A.R.; Hall, R.S.; Safavi-Hemami, H.; Kaewkong, W.; Bertrand, D.;
Gao, S.; et al. The Opisthorchis Viverrini Genome Provides Insights into Life in the Bile Duct. Nat. Commun. 2014, 5, 4378.
[CrossRef]

http://doi.org/10.1371/journal.pone.0064003
http://www.ncbi.nlm.nih.gov/pubmed/23691136
http://doi.org/10.1017/S0031182013000917
http://doi.org/10.1186/s13071-016-1845-2
http://doi.org/10.1080/20013078.2020.1785738
http://doi.org/10.3389/fcimb.2020.00101
http://doi.org/10.1177/1535370219898141
http://doi.org/10.1371/journal.ppat.1007817
http://doi.org/10.15252/embr.201947882
http://doi.org/10.3389/fonc.2021.652395
http://www.ncbi.nlm.nih.gov/pubmed/34221971
http://doi.org/10.3389/fonc.2019.00175
http://www.ncbi.nlm.nih.gov/pubmed/30967999
http://doi.org/10.3389/fcimb.2022.786543
http://www.ncbi.nlm.nih.gov/pubmed/35174106
http://doi.org/10.1016/j.omtn.2019.09.006
http://www.ncbi.nlm.nih.gov/pubmed/31655260
http://doi.org/10.3389/fcimb.2022.803242
http://www.ncbi.nlm.nih.gov/pubmed/35295754
http://doi.org/10.1371/journal.pntd.0003965
http://doi.org/10.1017/S0031182019001690
http://doi.org/10.1016/j.exppara.2018.07.001
http://doi.org/10.3390/ncrna6020015
http://doi.org/10.1186/1471-2164-11-521
http://doi.org/10.1371/journal.pntd.0003680
http://www.ncbi.nlm.nih.gov/pubmed/25898350
http://doi.org/10.1016/j.parint.2017.09.006
http://www.ncbi.nlm.nih.gov/pubmed/28916307
http://doi.org/10.3390/ijms22031424
http://doi.org/10.1073/pnas.2102206118
http://www.ncbi.nlm.nih.gov/pubmed/34772807
http://doi.org/10.1038/s41572-021-00300-2
http://doi.org/10.1038/ncomms5378


Int. J. Mol. Sci. 2022, 23, 8173 23 of 23

109. Zhang, X.; Gong, W.; Cao, S.; Yin, J.; Zhang, J.; Cao, J.; Shen, Y. Comprehensive Analysis of Non-Coding RNA Profiles of
Exosome-Like Vesicles from the Protoscoleces and Hydatid Cyst Fluid of Echinococcus Granulosus. Front. Cell. Infect. Microbiol.
2020, 10, 316. [CrossRef]

110. de Souza Gomes, M.; Muniyappa, M.K.; Carvalho, S.G.; Guerra-Sá, R.; Spillane, C. Genome-Wide Identification of Novel
MicroRNAs and Their Target Genes in the Human Parasite Schistosoma Mansoni. Genomics 2011, 98, 96–111. [CrossRef]

111. Manzano-Román, R.; Siles-Lucas, M. MicroRNAs in Parasitic Diseases: Potential for Diagnosis and Targeting. Mol. Biochem.
Parasitol. 2012, 186, 81–86. [CrossRef]

112. Kim, T.-S.; Pak, J.H.; Kim, J.-B.; Bahk, Y.Y. Clonorchis Sinensis, an Oriental Liver Fluke, as a Human Biological Agent of
Cholangiocarcinoma: A Brief Review. BMB Rep. 2016, 49, 590–597. [CrossRef]

113. Prueksapanich, P.; Piyachaturawat, P.; Aumpansub, P.; Ridtitid, W.; Chaiteerakij, R.; Rerknimitr, R. Liver Fluke-Associated Biliary
Tract Cancer. Gut Liver 2018, 12, 236–245. [CrossRef] [PubMed]

114. Chaiyadet, S.; Sotillo, J.; Smout, M.; Cantacessi, C.; Jones, M.K.; Johnson, M.S.; Turnbull, L.; Whitchurch, C.B.; Potriquet, J.; Lao-
haviroj, M.; et al. Carcinogenic Liver Fluke Secretes Extracellular Vesicles That Promote Cholangiocytes to Adopt a Tumorigenic
Phenotype. J. Infect. Dis. 2015, 212, 1636–1645. [CrossRef]

115. Dangtakot, R.; Intuyod, K.; Chamgramol, Y.; Pairojkul, C.; Pinlaor, S.; Jantawong, C.; Pongking, T.; Haonon, O.; Ma, N.; Pinlaor, P.
CagA+ Helicobacter Pylori Infection and N-Nitrosodimethylamine Administration Induce Cholangiocarcinoma Development in
Hamsters. Helicobacter 2021, 26, e12817. [CrossRef] [PubMed]

116. Pakharukova, M.Y.; Zaparina, O.; Hong, S.-J.; Sripa, B.; Mordvinov, V.A. A Comparative Study of Helicobacter Pylori Infection in
Hamsters Experimentally Infected with Liver Flukes Opisthorchis Felineus, Opisthorchis Viverrini, or Clonorchis Sinensis. Sci.
Rep. 2021, 11, 7789. [CrossRef] [PubMed]

117. Boonyanugomol, W.; Chomvarin, C.; Sripa, B.; Bhudhisawasdi, V.; Khuntikeo, N.; Hahnvajanawong, C.; Chamsuwan, A.
Helicobacter Pylori in Thai Patients with Cholangiocarcinoma and Its Association with Biliary Inflammation and Proliferation.
HPB 2012, 14, 177–184. [CrossRef] [PubMed]

118. Deenonpoe, R.; Chomvarin, C.; Pairojkul, C.; Chamgramol, Y.; Loukas, A.; Brindley, P.J.; Sripa, B. The Carcinogenic Liver Fluke
Opisthorchis Viverrini Is a Reservoir for Species of Helicobacter. Asian Pac. J. Cancer Prev. APJCP 2015, 16, 1751–1758. [CrossRef]

119. Deenonpoe, R.; Mairiang, E.; Mairiang, P.; Pairojkul, C.; Chamgramol, Y.; Rinaldi, G.; Loukas, A.; Brindley, P.J.; Sripa, B. Elevated
Prevalence of Helicobacter Species and Virulence Factors in Opisthorchiasis and Associated Hepatobiliary Disease. Sci. Rep. 2017,
7, 42744. [CrossRef]

120. Dheilly, N.M.; Ewald, P.W.; Brindley, P.J.; Fichorova, R.N.; Thomas, F. Parasite-Microbe-Host Interactions and Cancer Risk. PLoS
Pathog. 2019, 15, e1007912. [CrossRef]

121. Li, R.; Hu, Z.; Wang, Z.; Zhu, T.; Wang, G.; Gao, B.; Wang, J.; Deng, X. MiR-125a-5p Promotes Gastric Cancer Growth and Invasion
by Regulating the Hippo Pathway. J. Clin. Lab. Anal. 2021, 35, e24078. [CrossRef]

122. Beilerli, A.; Gareev, I.; Beylerli, O.; Yang, G.; Pavlov, V.; Aliev, G.; Ahmad, A. Circular RNAs as Biomarkers and Therapeutic
Targets in Cancer. Semin. Cancer Biol. 2022, 83, 242–252. [CrossRef]

123. Minkler, S.J.; Loghry-Jansen, H.J.; Sondjaja, N.A.; Kimber, M.J. Expression and Secretion of Circular RNAs in the Parasitic
Nematode, Ascaris Suum. Front. Genet. 2022, 13, 884052. [CrossRef] [PubMed]

124. Zhou, C.; Zhang, Y.; Wu, S.; Wang, Z.; Tuersong, W.; Wang, C.; Liu, F.; Hu, M. Genome-Wide Identification of CircRNAs of
Infective Larvae and Adult Worms of Parasitic Nematode, Haemonchus Contortus. Front. Cell. Infect. Microbiol. 2021, 11, 764089.
[CrossRef] [PubMed]

125. Cortés-López, M.; Gruner, M.R.; Cooper, D.A.; Gruner, H.N.; Voda, A.-I.; van der Linden, A.M.; Miura, P. Global Accumulation of
CircRNAs during Aging in Caenorhabditis Elegans. BMC Genom. 2018, 19, 8. [CrossRef] [PubMed]

http://doi.org/10.3389/fcimb.2020.00316
http://doi.org/10.1016/j.ygeno.2011.05.007
http://doi.org/10.1016/j.molbiopara.2012.10.001
http://doi.org/10.5483/BMBRep.2016.49.11.109
http://doi.org/10.5009/gnl17102
http://www.ncbi.nlm.nih.gov/pubmed/28783896
http://doi.org/10.1093/infdis/jiv291
http://doi.org/10.1111/hel.12817
http://www.ncbi.nlm.nih.gov/pubmed/34031944
http://doi.org/10.1038/s41598-021-87446-x
http://www.ncbi.nlm.nih.gov/pubmed/33833389
http://doi.org/10.1111/j.1477-2574.2011.00423.x
http://www.ncbi.nlm.nih.gov/pubmed/22321036
http://doi.org/10.7314/APJCP.2015.16.5.1751
http://doi.org/10.1038/srep42744
http://doi.org/10.1371/journal.ppat.1007912
http://doi.org/10.1002/jcla.24078
http://doi.org/10.1016/j.semcancer.2020.12.026
http://doi.org/10.3389/fgene.2022.884052
http://www.ncbi.nlm.nih.gov/pubmed/35711944
http://doi.org/10.3389/fcimb.2021.764089
http://www.ncbi.nlm.nih.gov/pubmed/34881194
http://doi.org/10.1186/s12864-017-4386-y
http://www.ncbi.nlm.nih.gov/pubmed/29298683

	Introduction 
	microRNAs (miRNAs) 
	Long Non-Coding RNAs (lncRNAs) 
	Helminths Involved in Cancer 
	Schistosoma Haematobium and Schistosoma Japonicum 
	Clonorchis Sinensis 
	Opisthorchis Viverrini 

	miRNAs of Schistosoma haematobium 
	LncRNAs of Schistosoma haematobium 
	miRNAs of Schistosoma japonicum 
	miRNAs in Development and Sexual Maturation 
	miRNAs and Liver Fibrosis: Sja-mir-1, Sja-mir-2162, and Sja-mir-71a 
	miRNAs and Immunomodulation: Sja-mir-125b, Sja-bantam, and Sja-mir-71a 
	Antitumoral miRNAs: Sja-mir-61, Sja-mir-7-5p, Sja-mir-71a, and Sja-mir-3096 
	Circulating miRNAs in Host Serum/Plasma 

	LncRNAs of Schistosoma japonicum 
	miRNAs of Clonorchis sinensis 
	miRNAs and lncRNAs of Opisthorchis viverrini 
	Conclusions and Future Perspectives 
	References

