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The main complications causing practically 75% of all maternal deaths are severe bleeding, infections, and high blood

pressure during pregnancy (preeclampsia (PE) and eclampsia). The usefulness of ncRNAs as clinical biomarkers has

been explored in an extensive range of human diseases including pregnancy-related diseases such as PE. Immunological

dysregulation show that the Th1/17:Th2/Treg ratio is “central and causal” to PE. However, there is evidence of the

involvement of placenta-expressed miRNAs and lncRNAs in the immunological regulation of crucial processes of placenta

development and function during pregnancy. Abnormal expression of these molecules is related to immune

physiopathological processes that occur in PE. 
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1. Introduction

For optimal cellular function, the presence of a complex network of molecular factors is imperative. These factors

intricately interact, ensuring precise control over gene expression. Recent advancements in molecular biology have

elucidated that gene expression regulation is not solely governed by proteins but also by non-coding RNAs (ncRNAs) .

Due to the remarkable progress in the realm of next-generation sequencing and bioinformatics analysis, it has become

feasible to identify a multitude of novel ncRNA molecules engaged in diverse physiological processes. Among these,

microRNAs (miRNAs) and long non-coding RNAs (lncRNAs) play pivotal roles in transcriptional regulation across different

levels .

MicroRNAs are non-coding RNAs with a ~22 nucleotide length that are typically processed by RNA polymerase II/III in a

post- or co-transcriptionally manner. A high proportion of identified miRNAs to date are intragenic and processed from

intronic regions; nonetheless, there are a few which are transcribed from intergenic regions. In some cases, miRNA

transcription results in clusters which share similar seed regions that are considered as miRNA families .

After processing by RNA polymerase, the first transcript consists of a hairpin structure (primary miRNA) which presents a

base-paired stem structure; then, these are cleaved by a microprocessor containing Drosha (RNAase III-type) and its

cofactor DGCR8, taking place in the nucleus . Eventually, a hairpin structure of ~60–70 nucleotides in length, known as

precursor miRNA (pre-miRNA), which contains a stem-loop structure is released and exported from the nucleus to

cytoplasm through exportin-5 (EXP 5) and Ras-related nuclear protein guanosine triphosphate (RAN-GTP) . Once pre-

miRNA is in the cytoplasm, its terminal loop structure is cleaved by the action of Dicer and its cofactor TRBP, a ~20–22

nucleotide miRNA duplex containing two 5′ phosphorylated sequence strands, named a miRNA guide strand and its

complementary passenger strand . Then, the miRNA-duplex binds to the Argonaute protein to conform RISC (RNA-

induced silencing complex), and the passenger strand is degraded . Finally, the miRISC complex participates in gene

expression regulation through the interaction of the miRNA seed region with the target messenger RNA 3′-UTR sequence,

which leads to degradation or a blocking of mRNA to inhibit its translation .

One of the most important functions in which miRNAs participate is gene regulation, through mediating the degradation of

mRNAs . Transcription and translation are also meditated by miRNAs by two main mechanisms: the canonical pathway,

which has been briefly mentioned above, and exerts degradation of mRNAs by the miRNA seed sequence .

Nonetheless, it has been reported that approximately 60% of mRNA-miRISC interactions depend on non-canonical

pathways, supporting the idea that one miRNA sequence can target a plethora of mRNAs due to no complementary union

among both sequences . Thus, miRNA dysregulation can affect a vast number of functions in different biological

processes.

Moreover, it has been shown that circulating microRNAs have pivotal roles in basic and clinical areas, and is known that

fluctuations in circulating miRNAs have been associated with pathological processes such as inflammatory diseases ,
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cancer , chronic diseases , as well as PE. Several studies have focused on the identification of biomarkers for the

early detection of PE; for instance, plasma exosomal miR-517-5p, miR-520a-5p, and miR-525-5p (which belong to

C19MC cluster pre-eclampsia) are down-regulated during the first trimester of gestation in women affected with

gestational hypertension and PE, and were reported as a biomarker with high accuracy since their expression profile can

identify women at risk of later development of gestational hypertension and PE by the first trimester . Recently, there

have been reported a battery of microRNAs that provided possible clinical applications since they were categorized

according to PE severity . In severe PE patients, miR-215, miR-155, miR-650, miR-210, and miR-21 were upregulated,

and miR-18a and miR-19b1 present downregulation. In mild PE patients, miR-518b and miR-29a were found upregulated,

while miR-15b and miR-144 were downregulated .

2. MiRNAs Involved in Immune Dysregulation in Preeclampsia

Recently, it has been described that miRNAs can be wrapped in exosomes, a subtype of extracellular small vesicles with

varying sizes (20–130 nm) , to protect them from degradation by RNases . These vesicles can be secreted to the

systemic circulation from the placenta, resulting in multisystemic organ damage in patients with PE . For the above, it is

possible to detect circulating plasma exosomes which contain miRNAs as a diagnosis technique . miRNAs involved in

immune dysregulation in PE are shown in Table 1.

The human placenta-associated miRNAs are expressed in villous trophoblasts and secreted into maternal circulation via

exosomes . Several exosome-derived miRNAs have been associated with PE development such as miR-31-5p, which

has been proposed as a potential biomarker to evaluate preeclampsia progression . Additionally, exosomal miRNAs

(Exo-miRNAs) miR-483-3p, hsa-miR-1237-3p, 365b-5p, hsa-miR-155-5p, hsa-miR-200b-3p, hsa-miR-342-3p, hsa-miR-

140-3p, and hsa-miR-3909 can be found in umbilical serum, offering a pattern associated with microvascular dysfunction

in mothers with PE . Also, miR-210 expression in serum is increased during PE pregnancy progression, being

associated with the severity of this disease  since its up-regulation is correlated with the inhibition of migration and the

invasive capability of trophoblasts, and is linked to induction of the activity of several intracellular transcription factors .

Interestingly, miRNA analysis employing placental tissues showed a negative correlation between miR-126 (upregulated)

and VCAM-1 (downregulated), a protein expressed by placental villous trophoblasts in the PE pregnancies group,

proposing that this miRNA participates in the occurrence and development of EOPE through modulation of the invasion

ability of trophoblast cells . Another miRNA associated with the pathogenesis of PE is the upregulated miR-200b-3p,

which contributes to the dysregulation of cell adhesion molecules (CAMs) and tight junction via profilin 2 (PFN2)

regulation in placenta tissues . Also, through in vitro analysis, it has been concluded that miR-146a-5p mediates

trophoblast cell proliferation and invasion by Wnt2 expression regulation since this ligand promotes migration and

proliferation of trophoblast cells via triggering the Wnt/β-catenin pathway . In addition, the lncRNA DANCR activates the

PI3K/AKT pathway by miR-214-5p downregulation, promoting the migration and invasion of chorionic trophoblast cells in

PE .

In an immunological context, the cytokine TNFSF15, which has been identified in blood as a possible type 1 immune

response during PE , can be regulated by miR-517a/b and miR-517c in extravillous trophoblast cells (EVTs) .

Studies have indicated that miR-146a regulates the immune microenvironment of the placenta by TGF-β/Smad4 pathway

activation, promoting inflammatory factor expression in PE patients . Additionally, let-7a expression in the placenta

tissue of patients with severe preeclampsia (SPE) is significantly reduced, and the mRNA and protein levels of the

important inflammatory factor TNF-α are significantly increased and, hence, significantly negatively correlated .

Interestingly, miR-145-5p regulates TNF-α expression by its upregulation in serum and mediating trophoblast cell invasion

in women with EOPE .

Furthermore, a negative correlation between miR-203a-3p and IL-24 has been described in extract placental mononuclear

cells and serum exosomes from PE patients, indicating that miR-203a-3p plays an important anti-inflammatory role in PE

pregnant women . The miR-548c-5p is downregulated and protein tyrosine phosphatase receptor type O (PTPRO) is

upregulated in serum exosomes and placental mononuclear cells from PE patients, establishing a negative association

. Also, it has been reported that miR-548c-5p inhibits inflammation by IL-12 and TNF-α downregulation and less

nuclear translocation of pNF-κB in macrophages . Remarkably, serum IL-10 levels are decreased in women with PE,

possibly contributing to systemic inflammation and decreasing the number of circulating CD4 CD25 CD127  Tregs in

women with PE. Also, placental tissues from PE patients showed a significantly decreased Foxp3 and significantly

increased expression of miR-210, indicating a possibly positive co-regulation among them . In vitro assays showed that

under hypoxic conditions, human trophoblast cell-derived extracellular vesicles release miR-1273d, miR-4492, and miR-
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4417 to target HLA-G, mediating immune- and inflammation-related pathways and, consequently, triggering the

development of PE .

Table 1. miRNAs involved in immune dysregulation in Preeclampsia.

Molecule Target Function Reference

miR-517a/b and c TNFSF15 Type 1 immune response regulation during PE

miR-146a SMAD4 Immune microenvironment regulation in placenta promoting
inflammatory factors expression in PE patient

let-7a TNF-α Participate in the occurrence and development of SPE

miR-145-5p TNF-α Mediates trophoblast cell invasion in women with EOPE

miR-203a-3p IL-24 Anti-inflammatory role in PE pregnant women

miR-548c-5p PTPRO Anti-inflammatory factor in preeclampsia

miR-210 Foxp3 Association with maternal immune tolerance of the fetus by T-cells
regulation

miR-1273d, miR-4492,
and miR-4417 HLA-G Mediate immune- and inflammation-related pathways promoting the

development of preeclampsia.

References

1. Panni, S.; Lovering, R.C.; Porras, P.; Orchard, S. Non-coding RNA regulatory networks. Biochim. Biophys. Acta. Gene
Regul. Mech. 2020, 1863, 194417.

2. Shapulatov, U.; van Hoogdalem, M.; Schreuder, M.; Bouwmeester, H.; Abdurakhmonov, I.Y.; van der Krol, A.R.
Functional intron-derived miRNAs and host-gene expression in plants. Plant Methods 2018, 14, 83.

3. Steiman-Shimony, A.; Shtrikman, O.; Margalit, H. Assessing the functional association of intronic miRNAs with their
host genes. RNA 2018, 24, 991–1004.

4. Ramalingam, P.; Palanichamy, J.K.; Singh, A.; Das, P.; Bhagat, M.; Kassab, M.A.; Sinha, S.; Chattopadhyay, P.
Biogenesis of intronic miRNAs located in clusters by independent transcription and alternative splicing. RNA 2014, 20,
76–87.

5. Zhang, H.; Kolb, F.A.; Jaskiewicz, L.; Westhof, E.; Filipowicz, W. Single Processing Center Models for Human Dicer
and Bacterial RNase III. Cell 2004, 118, 57–68.

6. Ha, M.; Kim, V.N. Regulation of microRNA biogenesis. Nat. Rev. Mol. Cell Biol. 2014, 15, 509–524.

7. He, L.; Hannon, G.J. MicroRNAs: Small RNAs with a big role in gene regulation. Nat. Rev. Genet. 2004, 5, 522–531.

8. Helwak, A.; Kudla, G.; Dudnakova, T.; Tollervey, D. Mapping the human miRNA interactome by CLASH reveals frequent
noncanonical binding. Cell 2013, 153, 654–665.

9. Iacomino, G.; Siani, A. Role of microRNAs in obesity and obesity-related diseases. Genes Nutr. 2017, 12, 23.

10. Renman, E.; Brink, M.; Ärlestig, L.; Rantapää-Dahlqvist, S.; Lejon, K. Dysregulated microRNA expression in
rheumatoid arthritis families-a comparison between rheumatoid arthritis patients, their first-degree relatives, and
healthy controls. Clin. Rheumatol. 2021, 40, 2387–2394.

11. Chen, P.-S.; Su, J.-L.; Hung, M.-C. Dysregulation of MicroRNAs in cancer. J. Biomed. Sci. 2012, 19, 90.

12. He, Y.; Ding, Y.; Liang, B.; Lin, J.; Kim, T.K.; Yu, H.; Hang, H.; Wang, K. A Systematic Study of Dysregulated MicroRNA
in Type 2 Diabetes Mellitus. Int. J. Mol. Sci. 2017, 18, 456.

13. Krishnachaitanya, S.S.; Liu, M.; Fujise, K.; Li, Q. MicroRNAs in Inflammatory Bowel Disease and Its Complications. Int.
J. Mol. Sci. 2022, 23, 8751.

14. Hromadnikova, I.; Dvorakova, L.; Kotlabova, K.; Krofta, L. The Prediction of Gestational Hypertension, Preeclampsia
and Fetal Growth Restriction via the First Trimester Screening of Plasma Exosomal C19MC microRNAs. Int. J. Mol.
Sci. 2019, 20, 2972.

15. Jairajpuri, D.S.; Malalla, Z.H.; Mahmood, N.; Almawi, W.Y. Circulating microRNA expression as predictor of
preeclampsia and its severity. Gene 2017, 627, 543–548.

[37]

[27]

[28]

[29]

[30]

[31]

[32]

[33]

[34]



16. Doyle, L.M.; Wang, M.Z. Overview of Extracellular Vesicles, Their Origin, Composition, Purpose, and Methods for
Exosome Isolation and Analysis. Cells 2019, 8, 727.

17. Pillay, P.; Moodley, K.; Moodley, J.; Mackraj, I. Placenta-derived exosomes: Potential biomarkers of preeclampsia. Int.
J. Nanomed. 2017, 12, 8009–8023.

18. Li, H.; Ouyang, Y.; Sadovsky, E.; Parks, W.T.; Chu, T.; Sadovsky, Y. Unique microRNA Signals in Plasma Exosomes
from Pregnancies Complicated by Preeclampsia. Hypertension 2020, 75, 762–771.

19. Zou, G.; Ji, Q.; Geng, Z.; Du, X.; Jiang, L.; Liu, T. miR-31-5p from placental and peripheral blood exosomes is a
potential biomarker to diagnose preeclampsia. Hereditas 2022, 159, 35.

20. Pan, H.-T.; Shi, X.-L.; Fang, M.; Sun, X.-M.; Chen, P.-P.; Ding, J.-L.; Xia, G.-Y.; Yu, B.; Zhang, T.; Zhu, H.-D. Profiling of
exosomal microRNAs expression in umbilical cord blood from normal and preeclampsia patients. BMC Pregnancy
Childbirth 2022, 22, 124.

21. Youssef, H.M.G.; Marei, E.S. Association of MicroRNA-210 and MicroRNA-155 with severity of preeclampsia.
Pregnancy Hypertens. 2019, 17, 49–53.

22. Zhang, Y.; Fei, M.; Xue, G.; Zhou, Q.; Jia, Y.; Li, L.; Xin, H.; Sun, S. Elevated levels of hypoxia-inducible microRNA-210
in pre-eclampsia: New insights into molecular mechanisms for the disease. J. Cell. Mol. Med. 2012, 16, 249–259.

23. Raymond, D.; Peterson, E. A critical review of early-onset and late-onset preeclampsia. Obs. Gynecol. Surv. 2011, 66,
497–506.

24. Liu, B.; Liu, L.; Cui, S.; Qi, Y.; Wang, T. Expression and significance of microRNA-126 and VCAM-1 in placental tissues
of women with early-onset preeclampsia. J. Obs. Gynaecol. Res. 2021, 47, 2042–2050.

25. Liu, H.; Wang, X. MiR-200b-3p is upregulated in the placental tissues from patients with preeclampsia and promotes
the development of preeclampsia via targeting profilin 2. Cell Cycle 2022, 21, 1945–1957.

26. Peng, P.; Song, H.; Xie, C.; Zheng, W.; Ma, H.; Xin, D.; Zhan, J.; Yuan, X.; Chen, A.; Tao, J.; et al. miR-146a-5p-
mediated suppression on trophoblast cell progression and epithelial-mesenchymal transition in preeclampsia. Biol.
Res. 2021, 54, 30.

27. Zhang, Q.; Wang, Z.; Cheng, X.; Wu, H. lncRNA DANCR promotes the migration an invasion and of trophoblast cells
through microRNA-214-5p in preeclampsia. Bioengineered 2021, 12, 9424–9434.

28. Dahlstrøm, B.; Esbensen, Y.; Vollan, H.; Øian, P.; Bukholm, G. Genome profiles in maternal blood during early onset
preeclampsia and towards term. J. Perinat. Med. 2010, 38, 601–608.

29. Papadakis, K.A.; Zhu, D.; Prehn, J.L.; Landers, C.; Avanesyan, A.; Lafkas, G.; Targan, S.R. Dominant role for
TL1A/DR3 pathway in IL-12 plus IL-18-induced IFN-gamma production by peripheral blood and mucosal CCR9+ T
lymphocytes. J. Immunol. 2005, 174, 4985–4990.

30. Anton, L.; Olarerin-George, A.O.; Hogenesch, J.B.; Elovitz, M.A. Placental Expression of miR-517a/b and miR-517c
Contributes to Trophoblast Dysfunction and Preeclampsia. PLoS ONE 2015, 10, e0122707.

31. Qi, Y.; Cui, S.; Liu, L.; Liu, B.; Wang, T.; Yan, S.; Tian, H.; Huang, X. Expression and role of miR-146a and SMAD4 in
placental tissue of pregnant women with preeclampsia. J. Obs. Gynaecol. Res. 2022, 48, 2151–2161.

32. Zhou, T.; Wang, W.; Qi, T.; Ma, S.; Lu, W. Expression and significance of let-7a and tumor necrosis factor-alpha in
placenta of severe preeclampsia. J. Matern. Fetal Neonatal Med. 2022, 35, 7363–7367.

33. Huang, Y.; Zhang, Y.; Zhang, L. Expression levels of serum mir-145-5p and Gas6 in women with early-onset
preeclampsia and their clinical significance. Cell. Mol. Biol. 2022, 68, 209–216.

34. Ma, H.Y.; Cu, W.; Sun, Y.H.; Chen, X. MiRNA-203a-3p inhibits inflammatory response in preeclampsia through
regulating IL24. Eur. Rev. Med. Pharmacol. Sci. 2020, 24, 5223–5230.

35. Wang, Z.; Wang, P.; Wang, Z.; Qin, Z.; Xiu, X.; Xu, D.; Zhang, X.; Wang, Y. MiRNA-548c-5p downregulates
inflammatory response in preeclampsia via targeting PTPRO. J. Cell. Physiol. 2019, 234, 11149–11155.

36. Chen, J.; Zhao, L.; Wang, D.; Xu, Y.; Gao, H.; Tan, W.; Wang, C. Contribution of regulatory T cells to immune tolerance
and association of microRNA-210 and Foxp3 in preeclampsia. Mol. Med. Rep. 2019, 19, 1150–1158.

37. Li, L.; Li, X.; Zhu, Y.; Li, L.; Wu, Y.; Ying, J.; Li, Y.; Chen, J. Human Trophoblast Cell-Derived Extracellular Vesicles
Facilitate Preeclampsia by Transmitting miR-1273d, miR-4492, and miR-4417 to Target HLA-G. Reprod. Sci. 2022, 29,
2685–2696.

Retrieved from https://encyclopedia.pub/entry/history/show/114904




