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Abstract: G-quadruplexes (G4s) are noncanonical nucleic acid structures that play significant roles
in regulating various biological processes, including replication, transcription, translation, and
recombination. Recent studies have identified G4s in the genomes of several viruses, such as herpes
viruses, hepatitis viruses, and human coronaviruses. These structures are implicated in regulating
viral transcription, replication, and virion production, influencing viral infectivity and pathogenesis.
G4-stabilizing ligands, like TMPyP4, PhenDC3, and BRACO19, show potential antiviral properties
by targeting and stabilizing G4 structures, inhibiting essential viral life-cycle processes. This review
delves into the existing literature on G4’s involvement in viral regulation, emphasizing specific
G4-stabilizing ligands. While progress has been made in understanding how these ligands regulate
viruses, further research is needed to elucidate the mechanisms through which G4s impact viral
processes. More research is necessary to develop G4-stabilizing ligands as novel antiviral agents. The
increasing body of literature underscores the importance of G4s in viral biology and the development
of innovative therapeutic strategies against viral infections. Despite some ligands’ known regulatory
effects on viruses, a deeper comprehension of the multifaceted impact of G4s on viral processes is
essential. This review advocates for intensified research to unravel the intricate relationship between
G4s and viral processes, paving the way for novel antiviral treatments.

Keywords: G-quadruplex; G4; secondary structure; virus regulation; G4 stabilizers; DNA; RNA

1. Introduction to G-Quadruplexes
1.1. G4 Structure

A G-quadruplex (G4) is a noncanonical secondary structure in guanine-rich DNA
and RNA sequences. Four successive runs of guanine blocks result in G-tetrads held
together by Hoogsteen hydrogen bonding [1–4]. The hydrogen bonding in G4s differs
from the classical Watson–Crick model by the N7 group of guanines interacting with an
exocyclic amino group from a neighboring base. The G-tetrads align with a consistent
vertical spacing of 3.13–3.3 Å and a twist angle of approximately 30◦, forming four grooves.
The groove contains solvent molecules adjacent to specific guanine, ribose, and phosphate
atoms. Central to the G-tetrads are carboxyl O6 atoms that form an oxygen-based cage
and extend through the quadruplex core. The structure is suited for forming a negatively
charged channel that can coordinate metal cations in a unique bipyramidal antiprismatic
arrangement. A monovalent or divalent cation, such as K+, Na+, or Ca2+, stabilizes the G-
tetrad [5–8]. Potassium is the prevalent stabilizer due to its favorable ionic radius and Gibbs
free energy of solvation [9]. In these G-tetrads, guanine bases are connected to ribose sugars
via a glycosidic bond χ (N9–C1′), which is constrained to specific dihedral angles, either an
anticonformation (ranging from −120 to 180◦) or a syn conformation (ranging from 0 to 90◦).
This is determined by the O4′–C1′–N9–C4 arrangement. In DNA’s deoxyribose, both C3′-
endo and C2′-endo conformations are possible; in contrast, RNA’s ribose predominantly
adopts the C3′-endo conformation. This preference in RNA is attributed to stereoelectronic
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effects, primarily influenced by the O4′–C1′–C2′–O2′ spatial arrangement [8]. When two
or more G-tetrads are present, they can stack upon one another and are stabilized by π–π
bonding between the G-tetrads (Figure 1) [10]. The phosphodiester backbone is negatively
charged, and the grooves can be targeted by ligands designed for specificity. G4s’ backbone
strands are either parallel, antiparallel, or hybrid and form grooves of varying widths,
offering diverse structural configurations [11–13].
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the different types of G4 structures.

The G4 is classified as parallel when all strands align in the same direction (all up ↑
or all down ↓) [14]. In contrast, antiparallel G4s have strand orientations in different
directions (2↑ + 2↓) and, depending on the positioning of the loops, have a chair- or basket-
type structure [15]. Hybrid G4s have three parallel and one antiparallel strand (3↑ + 1↓
or 3↓ + 1↑) [13,16]. Three types of loop connections can form in a G4 structure: lateral,
diagonal, and propeller. Lateral loops connect antiparallel phosphate backbones that are
on the same side of a G4, while cross-diagonal loops link antiparallel strands that are
opposite each other on the same G4 surface. Propeller loops connect parallel adjacent
strands but on opposite surfaces of the quadruplex. The stability of G4s is proportional
to the number of stacked G-tetrads, resulting in higher strength and lower numbers of
nucleotides comprising the loop regions, increasing stability [17]. Additionally, the number
of G-repeats and the length of the linkers define the G4’s final structure and stability. Short
linkers create propeller loops and connect adjacent backbones in a structure with three
G-tetrads. Longer linkers form antiparallel alignments [18]. These connecting nucleotides
can form base stacking above the G-tetrads, allowing ligand interactions with polycyclic
aromatic ring structures. These interactions can cause the G-tetrads to expand, forming
larger structures [19].

In human telomeric DNA, intramolecular G4s tend to form two equilibrating hybrid-
type structures from two G-tetrads in a K+ solution [20–29]. However, a parallel G4
is formed in the crystalline form and in the presence of a Na+ solution, a basket-type
G4 [30–32]. On the other hand, telomeric repeats composed of RNA adopt a parallel
G4 structure [33,34]. Contrastingly to telomeric sequences, the G4s formed in promoter
regions often contain more than four G-tetrads and can form multiple complexes. Parallel
G4s are the most commonly formed type of G4 in the promoter [30,35]. The topology of
RNA G4s is limited to parallel structures due to steric constraints of the 2′-hydroxyl group
preventing the syn-conformation. Due to restraints on the glycosidic torsion angle, the
anticonformation is favored [36,37].

1.2. Determining G4 Formation

Computational tools are available for the in silico determination of potential G4-
forming sequences (PQSs), such as QGRS Mapper, Quadparser, and PQSFinder [38]. The
formation of G4s in cells has been demonstrated by G4-specific antibodies [3,39]. Once
the PQSs have been determined, additional techniques can be used to validate if the
sequence forms a G4 structure. Some of these techniques include circular dichroism (CD),
electrophoretic mobility shift assay (EMSA), nuclear magnetic resonance (NMR), and
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X-ray crystallography. CD exploits the chirality of G4s, resulting in distinct absorption
spectra. Circularly polarized light is passed through a sample, and the different absorption
spectra of left- and right-handed light are measured. The peaks from the spectra indicate G4
topology. A parallel G4 shows a positive peak at approximately 260 nm and a negative peak
at 240 nm. Antiparallel G4s show a positive peak at 295 nm and a negative peak at 260 nm.
The absorption patterns can also be used to study the stability and conformational changes
due to ligand binding [40,41]. EMSA utilizes the principle that the electrophoretic mobility
of nucleic acid migrates through a native gel differently when its structure is altered. When
a G4 structure forms, it migrates faster through a gel than its linear counterpart. This shift
in migration is visualized after staining [42]. NMR gives the detailed atomic-level structure
and dynamics of G4s. G-rich oligonucleotide sequences are subjected to a magnetic field,
and NMR signals are observed. Resonance signals of the NMR spectrum describe the
chemical environment of each nucleotide, hydrogen, and nitrogen of the nucleic acids.
The signals can be used to determine the positioning of the guanine bases and the overall
topology of the G4. NMR can be used to study G4 structural changes over time. Using
nuclear Overhauser effect spectroscopy (NOESY), the spatial proximity of the atoms within
the G4 can be determined, allowing for three-dimensional structure determination [43–45].
X-ray crystallography involves the crystallization of a G-rich oligonucleotide sequence. It is
then exposed to an X-ray, and the diffraction pattern is recorded. This technique determines
the position of the atoms within the G4 structure, including the formation of the G-tetrads,
the coordination of the cation, and the conformation of the loops connecting the tetrads.
However, crystallizing G4s can be challenging due to their structural complexity and the
conditions necessary to maintain their structure [46,47].

1.3. G4s in Eukaryotes

G4 structures serve different regulatory roles in both DNA and RNA. G4s serve
as regulatory elements in transcription, translation, RNA maturation, and regulating
noncoding RNA (Figure 2) [48]. For example, G4s can cause stalling of the RNA Pol II
during transcription due to the bulky secondary structure of G4s acting as a physical
barrier [49]. Furthermore, there is extensive research on G4s and their role in telomere
maintenance [37,50,51]. This review discusses various G4-stabilizing agents (Figure 3) and
their roles in modulating the G4s present in viruses. PQSs are prone to adopt a secondary
structure in RNA rather than DNA, given RNA’s absence of a complementary strand. This
folding propensity contributes to the enhanced stability of the RNA molecule [52]. PQSs
are present in functional domains 5′-UTR, ORF, and 3′-UTR. G4s have been shown to affect
the coding capacity of a genome through alternative polyadenylation, alternative splicing,
and induced frame shifts [48].

Using Quadparser to analyze the human genome, using the pattern G3+N1–7G3+N1–7
G3+N1–7G3+ identified approximately 376,000 PQSs [53]. The first predicted G4s were
within human telomeric single-stranded DNA and later characterized to fold in parallel
G4s [1,31]. Telomeric G4s play a role in regulating cellular aging and the unusual processing
of telomeres by the human telomerase enzyme. Additionally, these G4 structures have
been linked to the development and progression of cancer, suggesting their importance
in the cell life cycle and disease [54,55]. G4s within the promoter regions overlapped
DNase hypersensitive sites in more than 40% of human genes [56]. The impact of G4s
on transcription and translation has been confirmed through experimentation in cMYC,
KRAS, HRAS, and BCL2 [57–60]. In vitro sequencing studies determined that, in the
presence of KCl and PDS, the human genome can form over 700,000 G4s [4]. The G4s
in regulatory regions impact gene regulation; however, high-throughput transcriptome-
wide expression studies are needed to determine the impact of nonspecific binding of
G4-mediated gene regulation.
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Figure 2. Schematic depicting examples of G4-mediated regulation. Essential steps for viral mainte-
nance and pathogenicity require protein translation and genome replication. The schematic depicts
that +ssRNA and G4-stabilizing ligands can promote the formation of G4s in RNA, preventing
translation from completing (top left to bottom left). If a G4 is already present, a G4 stabilizer can
further enhance the stability of the G4 (top middle to bottom left). Specific proteins can act as G4
helicases and disrupt the structure, allowing translation or replication to continue (top middle to
bottom middle). Many RNA viruses require RdRp for viral replication, which can be inhibited by
G4s. Certain ligands can act as G4 destabilizers, causing the G4 structure to weaken and revert to a
linear form (top right to bottom right).
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Several ligands can target G4s to modulate their stability. These ligands show the
establishment of a potential therapeutic avenue as antivirals. G4-stabilizing ligands share
many characteristics, including polycyclic aromatic scaffolding [61–63]. The ligands inter-
act with the G4’s π–π stacking with the terminal tetrad, and the lateral positive charged
moieties interact with the phosphate groups within the loops [64]. G4 ligands have the
propensity to bind to the upper and lower end positions of the G-tetrads [12]. Modifica-
tions to G4-stabilizing ligands have enhanced their selectivity and binding affinity to G4
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structures. Given the high conservation of PQSs, the feasibility of a G4-based antiviral
therapy is heightened, providing a promising avenue for combating diverse viral strains.
Consequently, targeting G4 structures in viruses presents a strategic approach for effective
antiviral interventions.

There have been several published articles surrounding G4s and their ability to regu-
late viruses. However, due to the constant expansion of scientific knowledge, the rate of
new findings requires continual discussion on the progress that has been made. We will be
expanding upon and updating works such as those from Ruggerio et al. and Abiri et al.,
along with introducing newly published G4-based work [65–67].

2. Commonly Studied G4 Ligands

The prospect of utilizing G4s as targets for antiviral therapy stems from their involve-
ment in multiple stages of the viral life cycle, their evolutionary conservation, and their
distinct structural characteristics compared to canonical nucleic acid structures. These at-
tributes provide a foundation for developing broad-spectrum antiviral agents with minimal
off-target effects on host cells. However, the endeavor to target G4s faces several challenges.
First, despite their specificity for G4 structures, there is still a risk of off-target effects on host
G4s, potentially resulting in cytotoxicity or other undesirable consequences. Second, the
high structural diversity of G4s demands the development of specific ligands tailored for
individual G4s in viruses. Lastly, achieving effective intracellular delivery of G4-binding
molecules poses a challenge due to the potential for degradation or inadequate cellular
uptake. Numerous small molecules have been synthesized and documented for their
interaction with G4 structures, showcasing antiviral activity by stabilizing or destabilizing
G4s. Some notable examples include those below.

2.1. Porphyrins

Porphyrins are a class of heterocyclic macrocycle compounds that interact and stabilize
G4s. This class of molecules has a central metal ion surrounded by four pyrrole subunits
connected through methine bridges, forming a planar ring [68]. Porphyrins, owing to their
strong affinity for G4 structures and their capability to modulate G4-mediated processes,
hold promise as potential antiviral agents within this class [69]. One well-studied porphyrin
is TMPyP4 (5,10,15,20-Tetrakis-(N-methyl-4-pyridyl)porphine), which is a small molecule
shown to interact with and stabilize G4s [70]. TMPyP4’s positively charged porphyrin ring
system predominantly binds to the top and bottom of the G4 tetrads, forming electrostatic
interactions with the negatively charged phosphate backbone of DNA/RNA [12,71,72].
This stabilization can inhibit the activity of enzymes that would otherwise disrupt or
unwind the structure. Studies have shown that the TMPyP4 can selectively bind to and
stabilize G4s over other DNA/RNA structures and can inhibit the activity of telomerase,
an enzyme that adds telomeric DNA repeats to the ends of chromosomes and is highly
active in cancer cells. Additionally, it preferentially binds to parallel G4s over antiparallel
G4s [73]. TMPyP4 has been proposed as a potential anticancer agent that can selectively
target cancer cells by inhibiting telomerase activity and inducing telomere shortening,
leading to apoptosis or senescence [74,75]. TMPyP2 is a structural isomer of TMPyP4 with
the N-methyl groups in the two position, causing steric hindrance and preventing binding
to the G4, making it an ideal negative control [76].

N-methyl mesoporphyrin IX (NMM) is a porphyrin derivative that contains a posi-
tively charged porphyrin ring with an N-methyl. The ring can interact with the negatively
charged phosphate backbone of DNA/RNA through electrostatic interactions. Specifically
for parallel G4s, the N-methyl can fit into the center of the G4 core and align with the
stabilizing cation, allowing for efficient π − π stacking [77]. NMM preferentially binds
to G4s over duplexed DNA and binds to both parallel and antiparallel G4s [78]. NMM
induces the folding of guanine-rich sequences into G4 structures. This has been exploited to
develop NMM to detect G4 structures in cells and tissues. NMM is a fluorescent molecule
(excitation at λ = 393 nm and emission at λ = 610 nm) when bound selectively to parallel
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G4s, resulting in up to a 60-fold amplified signal. Since NMM preferentially binds to
parallel G4 topology, it can discriminate between different strand orientations based on
fluorescent fold enhancement [79].

Like TMPyP4, NMM has been shown to inhibit telomerase activity [80]. NMM has
been shown to inhibit the expression of oncogenes and induce the expression of tumor
suppressor genes by binding to G4s in the promoter of these genes. This stabilization
can prevent transcription factors and RNA polymerase binding to the promoters, thereby
inhibiting the oncogenes’ expression and inducing the tumor-suppressor genes [37]. While
porphyrins exhibit significant promise as G4-mediated antiviral agents, particular chal-
lenges warrant attention. Their relatively nonspecific binding to diverse G4 structures may
induce off-target effects on host G4 structures. Additionally, porphyrins’ bioavailability and
cellular uptake require optimization to achieve sufficient intracellular concentrations for
effective antiviral activity. Nevertheless, porphyrins are a promising class of G4-targeting
compounds with potential applications in antiviral therapies. Ongoing research to refine
their selectivity, potency, and pharmacokinetic properties is essential in developing safe
and efficacious antiviral treatments.

2.2. Bisquinolinium Compounds

Bisquinolinium compounds are small molecules containing bisquinoline moiety, hav-
ing high affinity and selectivity for G4 structures. PhenDC3 is a well-studied bisquinolinium-
derivatized phenanthroline-dicarboxamide that interacts with G4s through extensive π–π
bonding between the external tetrads [81]. PhenDC3 has a higher affinity for G4s in nuclear
DNA than the predominant duplexed DNA. This compound can organize its internal
hydrogen bonds into syn-syn conformation; this is critical for G4 binding [82]. PhenDC3
binds to G4s through its planar, aromatic perylene ring system. This interaction increases
thermal stability, making it more resistant to thermal denaturation or degradation by
the nucleases [83]. Like TMPyP4, PhenDC3 has been proposed as a potential anticancer
agent, as it selectively targets cancer cells by inhibiting telomerase activity and inducing
telomere shortening, leading to apoptosis or senescence [82,84,85]. Additionally, PhenDC3
inhibits the activity of topoisomerase II, a DNA enzyme involved in DNA replication and
transcription [84,86]. Much like porphyrins, bisquinolium compounds carry the poten-
tial for off-target effects. Nevertheless, through ongoing refinement efforts, bisquinolium
compounds exhibit promising potential as G4-mediated antiviral agents.

2.3. Napthalene Diimides

Napthalene Diimides (NDIs) are a class of organic molecules that exhibit high
affinity for and stabilize G4s. NDIs have a flat, planar structure that allows them to
stack into the planar guanine bases of G4 structures [87]. The enhancement of the
G4’s overall polarity results from the π–π stacking interaction between the planar
naphthalene core of NDIs and the G-tetrads, along with the imide groups engaging with
the loops and grooves within the G4 structure. The increased polarity consequently
results in heightened structural instability. The interaction between NDIs and G4s is
further stabilized by hydrogen bonding and Van der Waals forces [87]. With remarkable
stability, the G4–NDI complex is valuable for diagnostic and therapeutic applications.
Developing derivatives with heightened G4 affinity and selectivity further enhances
their potential. Specifically, these compounds demonstrate a strong binding capacity to
G4s in telomeres and oncogene promoters, rendering them particularly advantageous
for anticancer research [61–63,88]. NDI derivatives have been developed to improve
G4-binding affinity, selectivity, and pharmacokinetic properties.
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2.4. Acridines

The N, N′-(9((4(dimethylamino)phenyl)amino)acridine-3-6-diyl)bis(3-(pyrrolidine-1-
yl)propenamide), commonly known as BRACO19, is a 3,6,9-trisubstituted acridine com-
pound that stabilizes G4 structures. The 3,6,9-trisubstituted acridine compounds have a
high selectivity for G4s over duplexed DNA, lower cytotoxicity, and inhibit telomerase
activity [89–91]. This interaction is based on a central planar pharmacophore that facilitates
asymmetrical binding with guanine bases of the G-tetrads via π–π interactions and the
nitrogen atom of the acridine ring aligns with the K+ cations within the ion pore [92,93].
The two side chains containing tertiary amine moiety allow recognition of the grooves in
G4 structures [89]. BRACO19 can bind G4s through top stacking, bottom intercalation,
and groove binding [94]. This acridine derivative has effective antitumor activity, includ-
ing epidermoid carcinoma, prostate cancer, uterus carcinomas, and flavopiridol-resistant
colorectal cancer HCT-116 cells [95–99].

2.5. Pyridostatin/Derivatives

Pyridostatin (PDS) was designed to have an electron-rich, flat, aromatic G4-stabilizing
ligand that is able to participate in hydrogen bonding. Through G4 stabilization, PDS in-
hibits telomeric elongation and triggers a DNA damage response to the telomeres [100,101].
It also increases telomere fragility, reducing the proliferation of homologous recombination
by causing double-stranded breaks and deregulating G2/M progression [102]. Utilizing
the PDS scaffold has created many derivatives capable of inhibiting cancer cell replication
through G4-mediation [103]. PDS has been used in next-generation sequences because
it induces polymerase stalling. It has aided in the identification of over 716,000 DNA
G-rich sequences in the human genome [4]. RNA G4 sequencing, in conjunction with PDS,
helped create a global in vitro map of RNA G4s that were formed and determined RNA
G4-dependent differences in RNA folding [104].

3. Alternative Strategies and Ligands in Targeting G4s

Strategic therapeutic approaches harnessing the unique structural attributes of G4s
seek to pioneer innovative strategies for combating viral infections. By intricately targeting
and manipulating the distinct features of G4s, researchers aim to develop novel antiviral
agents that selectively interact with these specialized nucleic acid arrangements. This
tailored interaction is anticipated to modulate critical viral processes, including replication,
transcription, and translation, ultimately leading to the suppression or eradication of the
virus. However, a critical consideration of these strategies is the potential for off-target
effects, such as inadvertent binding to host G4s, possibly resulting in cytotoxicity or other
unintended adverse effects. Furthermore, the delivery of many of these strategies into
target cells presents a formidable challenge, as they may be susceptible to degradation or
insufficient uptake by cells, potentially limiting their efficacy [105].

Although many G4-stabilizing ligands cannot differentiate between viral and human
G4 structures, there are some possible explanations as to why there are significant antiviral
effects seen. The first is the sheer number of virions released from infected cells, which
is estimated to be in the thousands [106]. The number of PQSs that form G4s at a given
moment in humans is about 10,000 [107–110]. The number of virions released per cell,
1000 (for HSV-1), and the number of PQSs they have far outweigh that of the human
genome [104,111]. Additionally, by using immunofluorescence to measure the G4 signals,
it has been determined that G4s are significantly higher in infected cells [112]. Therefore,
by targeting infected cells, the G4s that would be stabilized have a higher likelihood of
being viral G4s over host G4s. Second, host G4s have host proteins interacting with them
and can be chromatinized, whereas viral G4s lack these interactions. Third, viruses require
the host machinery for replication and do so by manipulating the host’s cell cycle [113].
PQSs are present in genes associated with the cell cycle and gene promoters for tran-
scription [54,114,115]. G4 ligands can, therefore, transcriptionally modulate those genes,
allowing the cell to be less permissive and increasing antiviral activity. Last is consider-
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ation of the localization of the G4s within the cell. RNA viruses maintain themselves in
the cytoplasm, so G4 ligands that localize to the nucleus can only have indirect antiviral
activity, as previously described [116].

3.1. Antisense Oligonucleotides

Antisense oligonucleotides (ASOs) have risen as a promising therapeutic avenue for
targeting viral G4s, owing to their exceptional specificity and capacity to regulate gene
expression. These succinct, synthetic DNA/RNA molecules are meticulously designed to
bind with high precision to complementary target RNA sequences, specifically those within
PQSs in the viral genome. This targeted binding enables the meticulous manipulation of
viral gene expression, presenting a distinctive opportunity for developing groundbreak-
ing antiviral therapies [117]. Upon hybridization with the target RNA, ASOs disrupt G4
structures, interfering with RNA folding and preventing the formation of stable, func-
tional G4s. This disruption affects various aspects of viral gene expression, including
transcription, translation, and post-transcriptional modifications, ultimately impacting
viral replication and pathogenesis [117]. For example, ASOs can be used to disrupt a
G4 structure within Epstein–Barr virus-encoded nuclear antigen 1 (EBNA1). EBNA1 is
essential for viral gene regulation, extrachromosomal replication, and maintenance of the
EBV episome [118,119]. This prevents the virus from autoregulating EBNA1’s expression
and increases translation. This causes an increase in antigen presentation, allowing for host
immune detection [120]. Therefore, ASOs are a potential strategy to disrupt the formation
of viral G4s. This emphasizes the need to understand viral G4 interaction.

ASOs offer several advantages over traditional antiviral therapies, including high
specificity for viral target sequences, the ability to target multiple G4 structures simulta-
neously, and a reduced likelihood of developing resistance due to their unique mode
of action [121]. Additionally, ASOs can be chemically modified to improve stability,
binding affinity, and pharmacokinetic properties, further enhancing their therapeutic
potential [122].

3.2. CRISPR–Cas9-Mediated G4 Stabilization

The CRISPR–Cas9 system has emerged as a potent genome-editing tool with the poten-
tial to be repurposed for targeting and stabilizing G4s within viral genomes [123]. Utilizing
guide RNAs (gRNAs) specifically designed to recognize PQS regions, CRISPR–Cas9 can
introduce targeted mutations or insertions that facilitate G4 stabilization. Targeting G4s
with CRISPR–Cas9 can offer multiple advantages, such as high specificity and efficiency,
along with the potential to target multiple G4 structures simultaneously by employing an
array of gRNAs designed to recognize distinct PQS regions within the viral genome [124].
The versatility of the CRISPR–Cas9 system also enables the investigation of various G4-
mediated regulatory mechanisms by generating targeted modifications within the viral
genome. Targeting stem-loop 3 of the gRNA and substituting C76G/A68G or 60 + G/
75 + G results in an inducible G4 site. Therefore, when CRISPER–Cas9 binds to a sequence
when PDS or PDP is added, a G4 forms, causing a regulatory effect [125]. Therefore, in the
case of viruses, specific regions in the viral genome can be targeted to inhibit the replication
process. Further research into optimizing gRNA design, delivery methods, and potential
off-target effects will be essential in harnessing the potential of the CRISPR–Cas9 system
for G4-based antiviral therapy.

3.3. RNA Interference and Small Interfering RNA

RNA interference (RNAi) is a highly conserved mechanism within cells that has
a critical function in regulating gene expression using small RNA molecules, such as
microRNAs and small interfering RNAs [126]. The process involves introducing small RNA
molecules into the RNA-induced silencing complex (RISC), which then binds to the target
mRNA sequences causing either cleavage or translational repression, ultimately resulting
in post-transcriptional gene silencing [127]. RNAi-based therapies offer several advantages
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over traditional antiviral treatments, including high specificity for target sequences, reduced
likelihood of developing resistance due to the unique mode of action, and the ability to
target multiple G4 structures simultaneously [128]. Additionally, RNAi can be tailored to
target highly conserved regions within viral genomes, potentially enabling the development
of broad-spectrum antiviral agents [129]. As an effective therapeutic approach, RNAi
targets G4s in viral genomes by degrading complementary messenger RNAs selectively and
efficiently, reducing the replication of viruses [130,131]. Targeting the PQSs responsible for
forming G4s decreases gene expression levels, ultimately leading to the post-transcriptional
silencing of genes via mRNA cleavage or translational repression through incorporation
into the RISC complex [132,133].

3.4. Aptamers

Aptamers are oligonucleotides composed of short, single-stranded DNA or RNA with
unique three-dimensional configurations capable of specifically and tightly binding to
target molecules. These nucleic acid-based agents, also known as “chemical antibodies”,
can recognize a broad range of targets, including proteins, small molecules, and nucleic
acids [134]. Leveraging this versatility, aptamers emerge as a promising strategy for
antiviral interventions, showcasing the potential to disrupt viral propagation by specifically
targeting viral G4s [135]. By attaching themselves to viral G4s or interfering with the
interactions between viral proteins and G4s, aptamers can disrupt vital processes for
viral persistence.

Aptamers are promising antiviral agents due to their remarkable specificity and high
affinity for targets, minimizing the off-target effects on host cells. Their synthesis and modi-
fication are relatively straightforward, facilitating rapid development and optimization. The
systematic evolution of ligands by exponential enrichment (SELEX) process allows for the
selection of aptamers with optimal binding characteristics for a given target [135,136]. G4s
themselves can be aptamers, and when used in conjunction with nanoparticles, G4s enhance
anticancer drugs’ loading capacity and amplify their biological effects. A notable example is
AS1411, an aptamer designed to recognize Nucleolin (NCL), a multifunctional DNA/RNA
binding protein overexpressed on the surface of diverse cancer cell types, including B-cell
chronic lymphocytic leukemia, breast cancer, cervical cancer, gastric cancer, etc. [137–141].
TMPyP4 is crucial in photodynamic therapy, demonstrating efficacy in treating malignant
and premalignant tissues. Upon excitation by optimal light, TMPyP4 generates singlet
oxygen in cancer cells, inducing cell death [142]. When combined with AS1411, TMPyP4
exhibits a 3.8-fold increase in accumulation in breast cancer cells compared to normal
fibroblasts and epithelial cells [143]. AS1411 has been used as a transporter for various
compounds, including acridines, phthalocyanines, and porphyrin derivatives [143–145].
An array of AS1411 derivatives has been synthesized, and ongoing research has been
conducted to increase their delivery specificity/uptake, anticancer properties, and greater
nuclease resistance [139,146,147]. While several AS1411 derivatives show promise, further
testing is required, and the development of additional G4 aptamers is also underway.
This concerted effort underscores the potential for advancing targeted therapies in cancer
treatment [148,149].

4. DNA Viruses

DNA viruses are a diverse group of viruses with single or double-stranded DNA
genomes. They can have circular or linear DNA and vary in size. Unlike RNA viruses,
DNA viruses replicate their genome within the host cell’s nucleus, allowing for more
complex replication strategies [150]. Following the import of the viral genome into the
nucleus, it is then transcribed by the host’s transcription machinery, producing viral mRNA
that is translated by host ribosomes into viral proteins. These proteins, along with the
replication of the viral genome, assemble into new virion particles. The replication of
DNA viruses within the host cell’s nucleus additionally allows for the establishment of
latent infections, where the viral genome is maintained in a dormant state within the host
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cell [151].This is seen in herpesviruses, which can establish lifelong infections in the host
and reactivate to cause disease later in life [152].

DNA viruses exhibit diverse replication mechanisms based on their virus family.
For instance, herpesviruses employ a rolling circle mechanism, replicating viral DNA
as a long, single-stranded molecule that cleaves into unit-length genomes. In contrast,
adenoviruses utilize a strand displacement mechanism, replicating viral DNA as a double-
stranded molecule with a displaced strand serving as a template for further replication.
Additionally, DNA viruses possess protein capsids that encapsulate the genome, with
variations in capsid shape, including icosahedral or helical forms. Some of these viruses
are enveloped and feature a lipid membrane surrounding the capsid, as observed in the
case of herpesvirus [153].

4.1. Herpesviridae

Human herpesviruses (HHVs) cause life-long infections that can lead to many diseases.
All HHVs have large dsDNA genomes enriched in GCs and PQSs [154]. Herpesviruses are
divided into three subfamilies: alpha, beta, and gamma herpesviruses. Alpha herpesviruses
include the herpes simplex virus 1 (HSV-1), responsible for oral infections leading to
sores, fever, or blisters; the herpes simplex virus 2 (HSV-2), responsible for genital herpes
infections; and the varicella-zoster virus (VZV) causes chickenpox (varicella) in the initial
infection and shingles (zoster) upon reactivation [155].

HSV-1 contains abundant PQSs in the repeat region of the viral genome. Specifically,
G4s have been found in the promoters of several HSV-1 genes, including the immediate
early genes ICP0 and ICP4. ICP0 and ICP4 are essential for HSV-1 replication, resulting
in high regulation. G4s in promoter regions of these genes can regulate transcription by
inhibiting the binding of transcription factors or blocking the access of RNA polymerase to
the promoter region [156]. ICP4 positively autoregulates its promoter through a G4 interac-
tion. However, BRACO19 can stabilize this G4, causing transcriptional downregulation
of ICP4 [157]. Similarly, quindoline derivatives displayed a nanomolar-range anti-HSV-1
activity, inhibiting ICP4 expression [158]. Therefore, these two compounds can inhibit
HSV-1’s viral replication (Figure 4).

TMPyP4 binds to and stabilizes a G4 in HSV-1’s repeat regions. Interestingly, TMPyP4
does not affect either HSV-1 viral entry or replication; however, it does trap fully infectious
virions in vesicles, which is independent of the autophagy process [159]. Furthermore,
TMPyP4 interacts with HSV-1 G4 structures, inhibiting polymerase progression in vitro
and exhibiting substantial antiviral activity in infected cells [159]. Examination of HSV-1
immediate early (IE) genes reveals that adding BRACO19 increases the melting temperature,
confirming G4 stabilization through CD thermal unfolding analysis. Utilizing the luciferase
firefly gene cloned downstream of the promoter of two HSV-1 IE genes, treatment with
BRACO19 affected the activity of both promoters in a dose-dependent manner. Stabilizing
the HSV-1’s G4 sites results in the inhibition of IE transcription [160]. Additionally, the
gp054 gene, responsible for encoding UL36, a critical component of the tegument protein,
contains a G4 that can be stabilized by BRACO19, resulting in transcriptional regulation of
UL36. Lastly, BRACO19 impedes the processing of Taq polymerase at sequences that form
G4 structures in the HSV-1 genome, reducing intracellular viral DNA levels within infected
cells [159].

The investigation of VZV revealed an abundance of G4 motifs in the internal and
terminal repeat short regions. A notably high concentration of G4 motifs is present on the
template strand within ORF14, responsible for encoding glycoprotein C (gC), which is a
virulent agent essential for viral growth in skin cells. G4 formation through the reiteration
sequence results in suppressed gC expression during VZV infection and results in the
regulation of viral cell-to-cell transmission [161].
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Beta herpesviruses include human cytomegalovirus (HCMV), which can lead to se-
vere infections in immunocompromised individuals and is the leading cause of congenital
abnormalities; human herpesviruses 6A and 6B (HHV-6A and HHV-6B), associated with
roseola infantum, a common childhood illness characterized by a high fever and rash; and
human herpesvirus 7 (HHV-7), linked to febrile illnesses that primarily affects young chil-
dren [162–164]. Analyzing 36 PQSs within 20 genes of HCMV showed that, in the presence
of G4-stabilizing ligands, nine genes were affected by the G4 formation/stabilization by
NMM in HCMV gene promoters [83]. The application of NMM on cells caused a significant
inhibition in the expression of UL76, likely due to its impact on GQ18 located within
the promoter. NMM stabilized parallel G4s in HCMV but did not affect antiparallel G4s.
Additionally, these PQSs were stabilized by TMPyP4, increasing their stability while not
affecting their conformations [83]. HCMV has a PQS motif upstream of the microRNA
cluster miR-US33 promoter. Viral miRNAs are essential for maintaining viral latency and
are heavily dependent on the presence of viral miRNAs, which exert their inhibitory effects
on host genes and viral modulators [165]. TMPyP4 destabilizes miRNA G4s for HCMV,
inhibiting miR-US33 promoter activity, while PDS has the opposite effect by stabilizing
miRNA G4s in HCMV [166].

HHV-6A/B integrates its genome into the telomeres of chromosomes [167,168].
Incubating BRACO19 into telomerase-expressing cells modifies the conformation and
further stabilizes the G4 structures in telomeric DNA. This causes a drastic reduction
in HHV-6A’s ability to integrate into the host’s telomeres [169]. This exemplifies how
stabilizing compounds can target G4s in human sequences, resulting in diminished
viral capacity.

Gamma herpesviruses include the Epstein–Barr virus (EBV), which causes infectious
mononucleosis and is associated with different cancers, including Burkitt’s lymphoma,
nasopharyngeal carcinoma, and Hodgkin’s lymphoma and Kaposi’s sarcoma-associated
herpesvirus (KSHV), which is associated with Kaposi’s sarcomas, primary effusion lym-
phoma, and multicentric Castleman’s disease [170]. The G4s in EBNA1 mRNA modulate
viral translation. Destabilizing the G4s in EBNA1 using antisense oligos complementary
to EBNA1’s glycine–alanine repeat domain (GAr) mRNA results in enhanced translation
and antigen presentation on the cell surface. However, the opposite is also true; stabilizing
EBNA1’s GAr results in decreased translation and antigen presentation [120]. NCL binds
with the GAr region of EBV’s EBNA1 mRNA, leading to a consequential downregulation
of EBNA1 expression. Intriguingly, PhenDC3 exhibits a higher affinity for these G4 struc-
tures than NCL, thereby promoting the increased translation of EBNA1 and enhancing
antigen presentation [171]. Compared to PhenDC3, PyDH2 and PhenDH2 demonstrated
an improved capacity to enhance EBNA1 expression with reduced toxicity. These ligands
exhibited the ability to disrupt the NCL-EBNA1 mRNA interaction, ultimately facilitating
enhanced antigen presentation [172].

It is important to note that the precise positioning of G4s in RNA is crucial for their
activity. As Lista et al. (2017) proposed, the interaction between NCL and G4s within
EBNA1 mRNA is sufficient to impede the synthesis of both antigenic peptides and complete
proteins [171]. A recent study by Zheng et al. (2022) elucidated that the positioning of
EBNA1 GAr mRNA at either the 5′ or 3′ end of the chicken ovalbumin (Ova) open reading
frame (ORF), leading to the formation of N or C terminus GAr–OVA and OVA–GAr fusion
proteins, resulted in distinct expression levels. Notably, NCL exhibited nearly double the
binding affinity to GAr–Ova compared to Ova–GAr. This emphasizes that the precise
location of GAr G4s within the mRNA coding sequence is a crucial modulator of NCL
binding and translation inhibition [173].
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In Kaposi’s sarcoma-associated herpesvirus (KSHV), PQSs were identified upstream
of the miRNA cluster miR-K12p1-9-11 promoter. Treatment with TMPyP4 destabilized
miRNA G4s, enhancing the KSHV miR-K12 cluster promoter activity [174]. Further-
more, PDS also stabilizes miR-K12p1-9-11 promoter similarly to TMPyP4. Additionally,
TMPyP4 stabilized G4 structures identified in the latency-associated nuclear antigen
(LANA) [122,175], the protein most expressed during latency and fundamental for viral
transmission and host immune surveillance evasion [176–179]. The addition of TMPyP4
resulted in a decrease in the levels of LANA within cells infected with KSHV. This
observation provides corroboration for the hypothesis that enhancing G4 stability within
LANA mRNA prompts the inhibition of translation processes. Fortifying G4 structures
in LANA mRNA led to diminished surface expression and presentation of the corre-
sponding antigen amongst KSHV-positive cells, thereby aiding in maintaining viral
infection [175]. Conversely, heterogeneous nuclear ribonucleoprotein A1 (hnRNP A1)
has been demonstrated to modulate various biological processes by interacting with
G4 structures [180]. This interaction involves the selective binding of hnRNP A1 to
the guanine-rich region of mRNA, consequently leading to the unfolding of G4 struc-
tures [180,181]. hnRNP A1 functions as a helicase, destabilizing the G4 secondary struc-
ture, leading to increased LANA translation and enhanced antigen presentation [175].
Contrastingly, NCL stabilizes the same G4 hnRNPA1 unwinds, resulting in reduced
LANA translation and reduced antigen presentation [182]. Therefore, if this interaction
can be destabilized, antigen presentation is increased, allowing the host immune system
to detect and eliminate infected cells.

G4s in KS-Bcl-2 and BHRF1 significantly enhanced vBcl-2 expression, with PDS sta-
bilizing the G4 in their promoters, resulting in increased promoter activity [183]. In the
terminal repeat (TR) of KSHV, PhenDC3 stabilized G4s, causing replication fork stalling and
reducing viral DNA replication. Additionally, PhenDC3 decreased overall genome copies,
leading to the eventual loss of the viral episome in infected cells [184]. These findings
underscore the intricate regulatory roles of G4s in KSHV, offering potential targets for
therapeutic interventions.

4.2. Human Papillomavirus

Human papillomaviruses (HPVs), a double-stranded DNA virus, are a prevalent
sexually transmitted infection that can result in the onset of skin, head, and neck, as well as
anogenital, cancer. Among these cancers is cervical cancer, which poses one of the most
crucial global health issues. Only 8 out of 120 known HPVs contain G4s, and there are only
seven PQSs located in the long control region (LCR), structural protein L2, early region E1,
and E4 regions of the HPV genome [185,186]. Incubation of TMPyP4 with the G4s identified
in the seven HPV strains reported high G4 stabilization, assessed by FRET and CD melting
experiments [187]. PhenDC was also confirmed to effectively stabilize HPVs’ G4s in vitro.
Despite encouraging in vitro studies, the compound was unsuccessful in reducing viral
replication and protein expression when tested on organotypic raft cultures [187]. However,
BRACO19, along with C8, an acridine derivative, was found to have a high affinity to HPV
G4s, with a high affinity to a fluorescent intercalator displacement assay (G4-FID). The
antiviral activity of C8 was assessed in organotypic epithelial cultures infected with HPV16
or HPV18. The results showed that administering C8 for 20 days effectively decreased viral
replication. As current treatments cannot eliminate HPV due to latent reservoirs, targeting
G4s within the viral genome presents a potential approach for addressing both active and
latent viruses [187].

4.3. Polyomavirus

Polyomaviruses are nonenveloped, double-stranded DNA viruses that belong to
the Polyomaviridae family. These viruses have been associated with various diseases in
humans and animals, including tumors, nephropathy, and progressive multifocal leukoen-
cephalopathy (PML) [188,189]. Some well-known members of the Polyomaviridae family
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include the JC virus (JCV), BK virus (BKV), and simian virus 40 (SV40). Polyomaviruses
possess a circular, double-stranded DNA genome comprising about 5000 bp. This genetic
material is partitioned into three sections: the early, late, and noncoding control regions
(NCCR). The early region encodes vital viral regulatory proteins such as large T-antigen and
small t-antigen, which are indispensable for viral replication and transformation. Mean-
while, structural proteins like viral capsid proteins VP1, VP2, and VP3 are encoded in the
late section of the genome [190]. Additionally, NCCR holds within it both the origin of
replication and regulatory elements that monitor viral transcriptional activity alongside its
overall duplication process [191].

NCRR in SV40 is a crucial element that not only contains the ORI and encapsula-
tion sequence but also regulates transcription direction. The presence of six GC boxes
with repeated GGGCGG sequences forms an unusual quadruplex structure, which
NMR has determined to contain a C-tetrad stacked between two G-tetrads [192]. These
GC-rich motifs act as binding sites for SP1 and significantly involve early transcrip-
tion. However, replication of the SV40 genome necessitates TAg, a multifunctional
protein that interacts with p53 and Rb besides binding to ORI and possessing adenosine
triphosphate-dependent helicase activity [193]. Notably, TAg can unravel G4 DNA struc-
tures, thereby playing an imperative role in controlling both early/late transcription and
replication [194]. Inhibiting both the duplex DNA helicase activities of TAg alongside
destabilizing G4s is feasible using Perylene di-imide derivatives (PDI) or NMM. Notably,
TE111, TE101, and PIPER effectively stabilize the G4 structure, inhibiting Tag helicase
activity. NMM and coralyne interact with the loops and grooves of the G4, resulting in
adequate G4 protection. On the other hand, end stackers such as TMPyP4 are ineffective
at inhibiting TAg helicase activity [195].

4.4. Hepatitis B

Hepatitis B virus (HBV) is a small, partially double-stranded DNA virus from the
Hepadnaviridae family. HBV is responsible for acute and chronic hepatitis infections that
can lead to liver disease, including cirrhosis and hepatocellular carcinoma [196]. A G4
motif, which is highly conserved, was identified in the promoters of the preS2/S gene.
This motif forms a hybrid intramolecular G4 structure, which regulates transcription and
virion secretion in HBV genotype B [197]. More recently, a G4 structure in the precore
promoter of the HBV genome is conserved in nearly all HBV genotypes. This is essential
for generating pregenomic RNA, synthesis of core and polymerase proteins, and genome
encapsidation [198]. TMPyP4, BRACO19, and PhenDC3 have been shown to bind to G4s in
HBV [199]; however, research is still ongoing to see if these interactions result in regulating
HBV infectivity.

4.5. Monkeypox Virus

The monkeypox virus (MPXV) is a double-stranded DNA virus belonging to the
Orthopoxvirus genus within the Poxviridae family. MPXV is closely related to the smallpox
virus and is endemic in parts of West and Central Africa. In 2022, MPXV emerged in
nonendemic regions, leading to a public health emergency of international concern being
declared by the WHO. Initial symptoms include fever, headache, swollen lymph nodes,
and the development of pox-like marks on the body [200]. A total of 86 PQSs have
been identified in MPXV. In a primer extension assay, it was found that BRACO19 and
TMPyP4 stabilized a G4 site in MPXV, thereby inhibiting the completion of transcription.
Additionally, the vaccinia virus (VACV) has a genome highly similar to MPXV. In VACV,
BRACO19 and TMPyP4 suppressed viral replication [201]. These initial results indicate
that orthopoxviruses may be able to be regulated with BRACO19 and TMPyP4 to suppress
viral transcription and replication.
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5. RNA Viruses

RNA viruses comprise a major class of pathogens with substantial implications for
human health and disease. Their genomes are composed of single-stranded RNA. Replica-
tion occurs within the host cell’s cytoplasm, facilitated by a virus-encoded RNA-dependent
RNA polymerase (RdRp) responsible for copying their RNA genome [202]. Another sig-
nificant difference between RNA and DNA viruses is that RNA viruses tend to mutate
faster than DNA viruses due to the lack of proofreading activity in their RNA polymerase,
leading to higher rates of mutations [203]. This rapid evolution is a factor that allows
RNA viruses to adapt to new hosts and environments, contributing to their ability to cause
emerging infectious diseases. RNA viruses can be categorized based on whether they have
positive-sense or negative-sense RNA. Positive-sense viruses have RNA that functions
like mRNA and can be immediately translated into proteins by the host cell’s machinery.
Contrastingly, negative-sense RNA viruses have RNA complementary to mRNA and must
first be transcribed into positive-sense RNA before translation can occur [204].
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5.1. HIV

The human immunodeficiency virus (HIV) was first recorded in 1983 [205–207]. HIV
can maintain latency for over a decade before reactivation, resulting in acquired immun-
odeficiency syndrome (AIDS). As of 2018, the CDC reports 1.7 million new cases of HIV,
resulting in a total of 37.9 million infected worldwide. Since 1981, over 35 million peo-
ple have died, and approximately 750,000 die annually [208]. HIV surfaced through the
multi-independent zoonotic transmission of the simian immunodeficiency virus, changing
host from primates to humans [209,210]. It is a lentivirus, part of the Retroviridae family,
and utilizes reverse transcription (RT) and integrates its viral genome into the host’s. This
allows for a persistent and lifelong infection [211].

G4 structures were identified and confirmed using CD in long terminal repeat (LTR)
1 and 3 and the Nef gene [212,213]. LTRs serve as viral promoters and have regulatory
enhancer/suppressor regions [214,215]. G4s in HIV promote dimerization of the two viral
RNA strands when encapsulated by the nucleocapsid. This allows RT to strand-hop if there
are breaks in the template. This facilitates the successful completion of RT, subsequently
allowing the integration of the viral genome into the host’s genome [216,217]. In addition,
strand hopping promotes genetic diversity between strains, which can lead to resistance
to different antiretrovirals [218]. Nef is essential for viral replication and pathogenesis
in early infection [219]. Nef RNA can evade interfering RNA with alternative folding
and prevent downregulation. HIV encodes its own miRNA (miR-N367) that targets for
self-transcriptional regulation [220].

C-exNDIs were designed to be selective of viral G4s [62]. Luciferase reporter assays
using HIV LTR and mutated LTR, without G4 secondary structures, were cloned upstream
of the firefly luciferase plasmid. Indirect transcriptional repression was measured by the
translational output of luciferase intensity between G4-stabilizing ligands BRACO19 and
c-exNDIs. TMPyP2, a non-G4-stabilizing porphyrin, was used as a control to ensure the
presence of a bulky G4 ligand, but it did not result in G4 stabilization. Previous results
have shown that G4 ligands can induce G4 assembly [213]. Both inhibited HIV-1 viral
activity by interacting with the G4s in the LTR region (Figure 5). Looking at their respective
data, BRACO19 has up to 50% HIV inhibition prehost integration and 80% postintegration,
whereas c-exNDIs have up to a 65% reduction postgenome integration [62].

5.2. Hepatitis C

The Flaviviridae family includes the small, enveloped, and single-stranded RNA
virus known as Hepatitis C (HCV), which has a global impact on public health. HCV
predominantly targets the liver, causing chronic hepatitis, hepatocellular carcinoma, and
cirrhosis [221]. While direct-acting antiviral drugs have transformed treatment options for
HCV patients, drug resistance remains problematic, along with inadequate accessibility
to therapy and a lack of an efficacious vaccine. The genome of HCV spans approximately
9.6 kilobases and is composed of a solitary ORF flanked by untranslated regions at the
5′ and 3′ ends [222]. The ORF encodes for a polyprotein that undergoes co- and post-
translational processing to produce no less than ten viral proteins, comprising structural
proteins such as core, E1, and E2, and nonstructural ones like p7, NS2, and NS5B. Within
the 5′ UTR lies an internal ribosome entry site (IRES), responsible for facilitating cap-
independent translation of the viral polyprotein, while the essential replication components
lie in the contiguous 3′ UTR region necessary for assembling virions [223]. A recent study
showed that PhenDC3 could hinder HCV’s RdRp and inhibit viral replication in cells [224].

PQSs have been identified in the HCV genome, particularly in the 5′ UTR, the core-
coding region, and the 3′ UTR [225]. The formation of G4s in these regions has been
implicated in the regulation of HCV replication, translation, and virion assembly. In RNA
viruses, RdRp is responsible for viral replication [223]. Performing an RNA stop assay with
an RdRp-based primer-dependent mechanism showed that PDP, a PDS variant, success-
fully binds and stabilizes a G4 structure, preventing RdRp from completing replication.
Additionally, both PDP and TMPyP4 reduced HCV RNA levels in living cells in a dose-
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dependent manner [226]. To investigate NCL and viral RNA G4 interaction, PDP competed
for G4 binding. Colocalization results showed reduced NCL levels when incubated with
PDP [227]. Nonstructural protein 3 (NS3) of HCV contains helicase activity that is essential
for viral replication. By utilizing fluorescence anisotropy binding and G4 reporter assays,
it has been determined that NS3 can unfold the conserved G4 structures within HCV’s
genome and the negative strand. These findings imply that NS3 could hold an important
novel role in regulating HCV [228].

5.3. Zika Virus and Other Flaviviruses

Zika virus (ZIKV) is a flavivirus transmitted by mosquitoes and shares similarities with
other medically significant flaviviruses such as dengue, West Nile, Japanese encephalitis,
and yellow fever viruses. While ZIKV infections are often asymptomatic or result in
mild illness, recent outbreaks have shown severe neurological complications, including
microcephaly in newborns and Guillain–Barré syndrome in adults [229]. Flaviviruses
possess a positive-sense RNA genome of about 11 kb with an open reading frame flanked
by untranslated regions at the 5′ and 3′ ends. The polyprotein encoded by this ORF is
cleaved into three structural proteins (capsid, premembrane/membrane, envelope) and
seven nonstructural proteins (NS1, NS2A, NS2B, NS3, NS4A, NS4B, and NS5). PQSs
have been discovered within the genomes of various flaviviruses, including ZIKV, DENV,
and WNV. It has been suggested that these G4s play a role in regulating viral replication,
translation, and virion [230]. ZIKV’s genome contains several PQSs throughout its genes
and untranslated regions. In vivo, experiments show that TMPyP4 and BRACO19 stabilize
G4s in ZIKV, inhibiting viral growth, genome replication, and protein expression [230]. The
effects of these stabilizing ligands are seen in a dose-dependent manner [231].

5.4. Influenza

The Orthomyxoviridae family comprises segmented, negative-sense RNA viruses,
also called influenza viruses, and causes the seasonal flu. Influenza viruses cause significant
morbidity and mortality worldwide. Influenza A (IAV) and B are responsible for most
human infections among the four types of influenza viruses classified based on their
structures [232]. Although vaccines and antiviral drugs exist to combat the virus’s spread,
they remain a substantial public health concern due to their rapid antigenic drift, leading
to drug-resistant strains. The genome of these viruses consists of eight or seven single-
stranded segments encoding ten to fourteen proteins depending on the type, with each
segment encircled by viral [233].

The transmembrane protease serine 2 (TMPRSS2) protein is an essential element in the
life cycles of many respiratory viruses, including influenza and coronaviruses. TMPRSS2 is
a membrane-spanning protein that belongs to the type II transmembrane serine proteases
(TTSPs) family and is implicated in many physiological and pathological processes [234].
TMPRSS2 cleaves the hemagglutinin component of numerous influenza virus subtypes, a
pivotal surface protein for viral entry into host cells [235,236]. The promoter of TMPRSS2
contains a G-rich sequence that forms a G4 structure. Seven benzoselenoxanthene analogs
were tested against the IAV, and in vitro experiments demonstrated four analogs to have
significant G4-stabilizing effects. These benzoselenoxanthenes effectively stabilized the G4
structure within TMPRSS2’s promoter, resulting in a dose-dependent reduction in TMPRSS2
expression observed in Calu3 cells [237]. Additional G4s have been recognized within the
IAV, including regions encoding polymerase complex proteins [238]. Nevertheless, further
investigation is imperative to ascertain whether these regions exert a regulatory function
on this viral pathogen.

5.5. Enterovirus

Enteroviruses belong to the Picornaviridae family and are positive-sense, single-
stranded RNA viruses that cause various human diseases such as myocarditis, meningitis,
poliomyelitis, and hand-foot-and-mouth disease [239]. Despite being a significant public
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health concern, effective antiviral treatments for enteroviruses remain limited. Recent
research has identified G4s in enterovirus genomes that regulate viral processes. Targeting
these G4s with stabilizing ligands is a promising new approach for combating enterovirus
infections. G4 sequences have been detected in the genomes of various enteroviruses,
comprising coxsackievirus, poliovirus, and enterovirus 71 (EV71) [107]. G4 formation can
potentially influence secondary RNA structures, leading to changes in interactions between
viral proteins or host–viral proteins. This, in turn, can impact protein synthesis and overall
viral replication [240].

EV71, with its 21 PQSs, exhibited effective inhibition of viral replication using G4-
stabilizing ligands, such as BRACO19, PDS, and TMPyP4. This inhibition was demonstrated
without compromising cell viability, as evidenced by quantitative PCR data showing a
significant decrease in viral RNA levels upon treatment with these ligands. The inhibitory
impact of BRACO19 was further validated by plaque assay results, showcasing a substantial
reduction in infectivity exceeding an order of magnitude. Beyond replication, BRACO19
has an additional effect on viral translation, specifically reducing the synthesis of the
nonstructural protein 2C. In contrast, PDS treatment shows a more modest reduction in the
synthesis of this protein [240].

5.6. Coronaviruses

The COVID-19 pandemic, caused by the novel coronavirus SARS-CoV-2, has signifi-
cantly impacted global public health and highlights an urgent need for effective antiviral
therapies. This positive-sense, single-stranded RNA virus is responsible for high morbidity
and mortality rates worldwide. Despite the rapid development of vaccines, there is a
critical need for potent antiviral treatments. Bioinformatic analyses have identified PQSs
in specific regions of the SARS-CoV-2 genome, including those encoding proteins and
untranslated sections like 5′ and 3′ UTRs, which may influence the secondary structures of
viral RNA and impact host–viral protein interactions, similar to other viruses [241–243].
Moreover, G4s are located in critical regions such as ORF1ab, 3a, spike (S), nucleocapsid (N),
and membrane (M), suggesting their potential involvement in regulating viral replication,
assembly, and immune-response modulation [244]. A primer extension assay, utilizing
GFP-tagged plasmids with SARS-CoV-2 G4 sequences, demonstrated that G4-stabilizing
ligands BRACO19 and TMPyP4 successfully stabilized the G4 structure, preventing primer
extension. Transfecting these plasmids into cells, with or without BRACO19 and TMPyP4
treatment, revealed a decrease in GFP expression, highlighting the impact of G4-stabilizing
ligands on gene expression [245].

The SARS-unique domain (SUD) has been proposed to be crucial for viral transcription
and replication [246,247]. There is high homology between the SARS-CoV and SARS-CoV-2
NSP3 SUD proteins [106]. PhenDC3, PDC, phenanthroline derivatives, and metalated
porphyrins were subjected to testing to assess their potential interaction with the SARS-
CoV-2 SUD. Employing the cellular RNA G4 sequence (TRF2) and employing homogenous
time-resolved fluorescence (HTRF), the study revealed that all the mentioned G4-stabilizing
ligands effectively inhibited the interaction between SUD and G4. These findings imply a
preferential interaction with the host-cell DNA or RNA rather than viral RNA [248].

TMPRSS2 is a highly expressed serine protease in human tissues and is involved in the
entry of coronaviruses into host cells [249]. Specifically, SARS-CoV-2 utilizes its S protein to
bind to the angiotensin-converting enzyme 2 (ACE2) host-cell receptor. Following binding,
the S protein is primed by TMPRSS2 to enable membrane fusion and viral entry into the
host cell [249]. Interestingly, PDS, carboxypyridostatin (cPDS), and TMPyP4 bind to a G4
in TMPRSS2, reducing protein levels. Using a pseudovirus system, the vesicular stomatitis
virus was pseudotyped with SARS-CoV-2 S glycoprotein (SARS-CoV-2-S-Luc) to determine
if stabilizing the G4 in TMPRSS2 affected viral entry. Luciferase activity indicates that
PDS, cPDS, and TMPyP4 all reduced pseudovirus entry into cells. Furthermore, utilizing
mice that heterogeneously expressed hACE2 via adeno-associated virus (AAV) treated
with PDS showed a decrease in VSV-SARS-2-luc infection [250]. In their study, Qin et al.
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demonstrated the targeting of SARS-CoV-2 G4s by TMPyP4 through experiments conducted
on Syrian hamsters and transgenic mouse models. The results indicated that nontoxic
levels of TMPyP4 effectively suppressed SARS-CoV-2 infection, leading to reduced viral
loads and lung lesions. Moreover, in experimental assessments, TMPyP4 exhibited greater
efficacy than remdesivir, a compound that has demonstrated clinical benefits for patient
outcomes in trials [251], in both in vitro and in vivo experiments [252].

Within the coding region of SARS-CoV-2, a stable RNA G4 structure (RG1) is formed
in the N protein. The G4 in the N sequence has been confirmed to be stabilized by PDP,
leading to a substantial reduction in SARS-CoV-2 N protein levels. This occurs through the
inhibition of N translation in both in vitro and in vivo settings [253]. Oliva et al. showed
that berberine, an isoquinoline alkaloid, can bind to and stabilize RG1 in SARS-CoV-2 [254].
However, further investigation in infected cells is required to assess whether berberine
effectively reduces SARS-CoV-2 infectivity. Methylene blue (M-Blue), a tricyclic phenoth-
iazine compound, has been shown to have G4-stabilizing properties [255]. M-Blue has
been previously approved by the FDA for the treatment of methemoglobinemia and other
medical applications [256]. M-Blue has been shown to inhibit the entry of SARS-CoV-2
spike-bearing pseudovirus into ACE2-expressing cells [257]. Qin et al. give an overview of
the current advancements in stabilizing G4s in SARS-CoV-2 [258]. They emphasize the need
for continual study to advance the progress in targeting G4s as a viable therapeutic avenue.

The porcine epidemic diarrhea virus (PEDV), a type of coronavirus that affects pigs,
has had a severe and widespread impact on the global pig-farming industry. G4s have
been confirmed to form in the S and Nsp5 sequences. Confirmed stabilization of the G4 in
Nsp5 with BRACO19 and PhenDC3 inhibits replication by a magnitude of 1.5–3.5. PDS
and TMPyP4 inhibit both replication and protein synthesis by 99% [259]. This is a great
example of different G4 stabilizers having varying levels of viral inhibition.
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6. Discussion

The recent exploration of viral G4s and utilizing stabilizing ligands as potential tar-
geting agents present a promising avenue for developing a novel antiviral strategy. The
regulatory role of G4s in viral processes such as replication, transcription, and virion secre-
tion has garnered increasing attention. These noncanonical nucleic acid structures, formed
in guanine-rich sequences, have been identified in the genomes of various viruses and can
be used to target both DNA and RNA viruses. G4s can be used to target viruses directly,
such as how BRACO19 can directly stabilize G4 within HIV-1, resulting in a downregu-
lation of viral replication [62]. There is also the opportunity to target host G4s to cause
antiviral effects indirectly. As previously mentioned, the host machinery is necessary for
viral replication, and there are G4 sites within the gene promoters [54,114,115]. These G4s
can be stabilized, causing transcriptional regulation, allowing the cell to be less permis-
sive and increase antiviral activity. There is also the ability to disrupt G4 stabilization to
downregulate viral persistence. For instance, gaining insights into the relationship between
NCL and KSHV’s LANA and potentially disrupting this interaction could enhance antigen
presentation. This, in turn, would allow the host’s immune system to target infected cells
more effectively. A strategy based on understanding the relationship between G4s and
viruses could potentially lead to virus eradication and the development of innovative
therapeutic approaches for treating fatal human diseases. This is a great example of how
understanding the regulatory roles G4s play in viral processes can aid in identifying viable
therapeutic targets.

However, challenges persist in translating these findings into clinical applications.
The typical chemical features shared by many G4 ligands hinder their selectivity, limiting
their druggability. Structural characterization of G4 moieties, particularly in the loop and
groove regions, is essential for designing more selective ligands, although research in this
direction remains limited. However, what is known is that the grooves are involved in
forming a compact structure that can impact transcription [260]. Strengthening the potency
of G4-stabilizing ligands is imperative to maximize their antiviral potential. Developing
antiviral G4 ligands faces hurdles in achieving selectivity for viral G4s or specific cellular
G4s. The goal is to minimize the off-target effects. Additionally, there is concern about the
toxicity the ligands may have on the host. Interestingly, there is emerging research showing
the low-toxicity compound M-Blue has G4-stabilizing properties. Current research on
M-Blue surrounds its use in combating SARS-CoV-2. M-Blue contains many qualities ideal
for a G4 ligand: low toxicity, stable, inexpensive, and already FDA-approved. Continued
research is needed to see if M-Blue is a viable G4 ligand for targeting virial G4s.

To better understand G4 interactions in viruses, NMR is needed. This would allow
for insight when designing appropriate G4 ligands. Very few interactions have been
determined, such as HIV-1, LTR-III, and LTR-IV [261,262]. Groove interactions between
LTR-III’s G4 and the NDI derivative selectivity for the G4 show that this is a promising
approach for specific ligand development.

What makes targeting G4s an interesting approach to attenuating viruses can be seen
in Figures 4 and 5. Many viruses can be regulated by a single G4 ligand. For example,
BRACO19 alone has been confirmed to regulate viral expression for HIV-1, ZIKA, SARS-
CoV-2, HSV-1, HPV, MPXV, and VACV. Another ligand, TMPyP4, can inhibit viral processes
in HCV, ZIKA, EV71, SARS-CoV-2, HSV-1, HCMV, KSHV, HPV, MPXV, and VACV. It is
also important to consider that because G4s are highly conserved, there is the possibility
that any variants of these viruses have the potential to be regulated by the same ligands.
For example, SARS-CoV-2 has had several variants emerge and cause varying degrees
of disease. However, experiments show that BRACO19 and TMPyP4 can both inhibit
SARS-CoV-2 replication. Therefore, these G4 ligands can inhibit viral replication for the
SARS-CoV-2 variants due to the conserved nature of G4s. These reasons exemplify the
need to study G4 interactions and ligand development continually.
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7. Future Perspective

G4s in Genome Packaging: the intricate orchestration of virus genome packaging
involves an intriguing interplay with G4s, introducing a novel dimension to our under-
standing of viral assembly. Within the viral genome, G4 structures act as specific recognition
sites for viral packaging proteins. These proteins, finely tuned to recognize and interact
with G4 motifs, play a pivotal role in facilitating the selective packaging of viral genetic
material into nascent virions. The dynamic nature of G4 structures adds a layer of com-
plexity to the genome packaging process. The temporal and spatial cues provided by
the formation and resolution of G4s likely influence the precise timing and efficiency of
genome packaging, contributing to the overall success of the virus life cycle. Furthermore,
the interactions between G4s and viral structural proteins extend beyond specific recogni-
tion, impacting the structural integrity of the viral capsid or envelope. This influence on
stability and morphology, in turn, affects the ability of the virion to protect and package the
viral genome effectively. Understanding the nuanced roles of G4s in genome packaging is
crucial for developing targeted antiviral strategies and advancing our comprehension of
the intricacies involved in the assembly of infectious viral particles.

Unexplored Roles of G4s in the Virus Life Cycle: while the well-established functions
of G4s continue to unravel, there are intriguing, yet speculative, roles that remain largely
unexplored in the virus life cycle. One such area of interest lies in the potential involvement
of G4s in viral RNA editing and evolution. The structural diversity introduced by G4
structures may influence RNA editing mechanisms, impacting the generation of viral
quasispecies and contributing to the overall evolution of the virus. Additionally, G4s within
the viral genome may interact with host-cell signaling pathways, modulating host responses
and potentially aiding in immune evasion. The speculation extends to the contribution
of G4s to virus-induced stress granule formation, where these dynamic RNA–protein
aggregates play a role in cellular stress responses, creating an environment conducive to
viral replication or persistence. Moreover, G4s might play a crucial role in the establishment
and maintenance of viral latency, contributing to the stability of the latent viral genome.
The resolution of G4s may emerge as a key event in the reactivation process, shedding
light on the mechanisms governing viral dormancy. These speculative roles highlight the
intricate interplay between G4s and various facets of the virus life cycle, offering a rich
landscape for future exploration. Research in these areas may uncover novel therapeutic
targets, providing insights into the complex dynamics of virus–host interactions.

Author Contributions: Conceptualization, A.R.Z. and S.C.V.; formal analysis, A.R.Z.; investigation,
A.R.Z. and S.C.V.; resources, S.C.V.; data curation, A.R.Z.; writing—original draft preparation, A.R.Z.;
writing—review and editing, A.R.Z., P.D. and S.C.V.; visualization, A.R.Z.; supervision, S.C.V.; project
administration, S.C.V.; funding acquisition, S.C.V. All authors have read and agreed to the published
version of the manuscript.

Funding: The work was completed with institutional support and partial funding from the National
Cancer Institute, CA174459, to S.C.V. The Reno Cancer Foundation partially supported A.R.Z.

Acknowledgments: We thank previous laboratory members for compiling research article lists.

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

References
1. Bochman, M.L.; Paeschke, K.; Zakian, V.A. DNA secondary structures: Stability and function of G-quadruplex structures. Nat.

Rev. Genet. 2012, 13, 770–780. [CrossRef] [PubMed]
2. Dhakal, S.; Cui, Y.; Koirala, D.; Ghimire, C.; Kushwaha, S.; Yu, Z.; Yangyuoru, P.M.; Mao, H. Structural and mechanical properties

of individual human telomeric G-quadruplexes in molecularly crowded solutions. Nucleic Acids Res. 2013, 41, 3915–3923.
[CrossRef] [PubMed]

3. Biffi, G.; Tannahill, D.; McCafferty, J.; Balasubramanian, S. Quantitative visualization of DNA G-quadruplex structures in human
cells. Nat. Chem. 2013, 5, 182–186. [CrossRef] [PubMed]

4. Chambers, V.S.; Marsico, G.; Boutell, J.M.; Di Antonio, M.; Smith, G.P.; Balasubramanian, S. High-throughput sequencing of DNA
G-quadruplex structures in the human genome. Nat. Biotechnol. 2015, 33, 877–881. [CrossRef] [PubMed]

https://doi.org/10.1038/nrg3296
https://www.ncbi.nlm.nih.gov/pubmed/23032257
https://doi.org/10.1093/nar/gkt038
https://www.ncbi.nlm.nih.gov/pubmed/23396442
https://doi.org/10.1038/nchem.1548
https://www.ncbi.nlm.nih.gov/pubmed/23422559
https://doi.org/10.1038/nbt.3295
https://www.ncbi.nlm.nih.gov/pubmed/26192317


Pathogens 2024, 13, 60 21 of 30

5. Howard, F.B.; Miles, H.T. Poly(inosinic acid) helices: Essential chelation of alkali metal ions in the axial channel. Biochemistry
1982, 21, 6736–6745. [CrossRef] [PubMed]

6. Sundquist, W.I.; Klug, A. Telomeric DNA dimerizes by formation of guanine tetrads between hairpin loops. Nature 1989, 342,
825–829. [CrossRef] [PubMed]

7. Bouaziz, S.; Kettani, A.; Patel, D.J. A K cation-induced conformational switch within a loop spanning segment of a DNA
quadruplex containing G-G-G-C repeats. J. Mol. Biol. 1998, 282, 637–652. [CrossRef]

8. Plavec, J.; Tong, W.; Chattopadhyaya, J. How do the gauche and anomeric effects drive the pseudorotational equilibrium of the
pentofuranose moiety of nucleosides? J. Am. Chem. Soc. 1993, 115, 9734–9746. [CrossRef]

9. Zaccaria, F.; Paragi, G.; Fonseca Guerra, C. The role of alkali metal cations in the stabilization of guanine quadruplexes: Why K(+)
is the best. Phys. Chem. Chem. Phys. 2016, 18, 20895–20904. [CrossRef]

10. Lech, C.J.; Heddi, B.; Phan, A.T. Guanine base stacking in G-quadruplex nucleic acids. Nucleic Acids Res. 2013, 41, 2034–2046.
[CrossRef]

11. Webba da Silva, M.; Trajkovski, M.; Sannohe, Y.; Ma’ani Hessari, N.; Sugiyama, H.; Plavec, J. Design of a G-Quadruplex Topology
through Glycosidic Bond Angles. Angew. Chem. Int. Ed. 2009, 48, 9167–9170. [CrossRef] [PubMed]

12. Haider, S.M.; Neidle, S.; Parkinson, G.N. A structural analysis of G-quadruplex/ligand interactions. Biochimie 2011, 93, 1239–1251.
[CrossRef] [PubMed]

13. Biver, T. Discriminating between Parallel, Anti-Parallel and Hybrid G-Quadruplexes: Mechanistic Details on Their Binding to
Small Molecules. Molecules 2022, 27, 4165. [CrossRef] [PubMed]

14. Hsu, S.T.; Varnai, P.; Bugaut, A.; Reszka, A.P.; Neidle, S.; Balasubramanian, S. A G-rich sequence within the c-kit oncogene
promoter forms a parallel G-quadruplex having asymmetric G-tetrad dynamics. J. Am. Chem. Soc. 2009, 131, 13399–13409.
[CrossRef] [PubMed]

15. Lim, K.W.; Alberti, P.; Guédin, A.; Lacroix, L.; Riou, J.F.; Royle, N.J.; Mergny, J.L.; Phan, A.T. Sequence variant (CTAGGG)n in the
human telomere favors a G-quadruplex structure containing a G.C.G.C tetrad. Nucleic Acids Res. 2009, 37, 6239–6248. [CrossRef]
[PubMed]

16. Wang, Z.F.; Li, M.H.; Hsu, S.T.; Chang, T.C. Structural basis of sodium-potassium exchange of a human telomeric DNA quadruplex
without topological conversion. Nucleic Acids Res. 2014, 42, 4723–4733. [CrossRef] [PubMed]

17. Pandey, S.; Agarwala, P.; Maiti, S. Effect of Loops and G-Quartets on the Stability of RNA G-Quadruplexes. J. Phys. Chem. B 2013,
117, 6896–6905. [CrossRef]

18. Da Silva, M.W. Geometric formalism for DNA quadruplex folding. Chemistry 2007, 13, 9738–9745. [CrossRef]
19. Collie, G.W.; Parkinson, G.N. The application of DNA and RNA G-quadruplexes to therapeutic medicines. Chem. Soc. Rev. 2011,

40, 5867–5892. [CrossRef]
20. Ambrus, A.; Chen, D.; Dai, J.; Bialis, T.; Jones, R.A.; Yang, D. Human telomeric sequence forms a hybrid-type intramolecular

G-quadruplex structure with mixed parallel/antiparallel strands in potassium solution. Nucleic Acids Res. 2006, 34, 2723–2735.
[CrossRef]

21. Dai, J.; Punchihewa, C.; Ambrus, A.; Chen, D.; Jones, R.A.; Yang, D. Structure of the intramolecular human telomeric G-quadruplex
in potassium solution: A novel adenine triple formation. Nucleic Acids Res. 2007, 35, 2440–2450. [CrossRef] [PubMed]

22. Dai, J.; Carver, M.; Punchihewa, C.; Jones, R.A.; Yang, D. Structure of the Hybrid-2 type intramolecular human telomeric
G-quadruplex in K+ solution: Insights into structure polymorphism of the human telomeric sequence. Nucleic Acids Res. 2007, 35,
4927–4940. [CrossRef] [PubMed]

23. Xu, Y.; Noguchi, Y.; Sugiyama, H. The new models of the human telomere d[AGGG(TTAGGG)3] in K+ solution. Bioorg. Med.
Chem. 2006, 14, 5584–5591. [CrossRef] [PubMed]

24. Luu, K.N.; Phan, A.T.; Kuryavyi, V.; Lacroix, L.; Patel, D.J. Structure of the human telomere in K+ solution: An intramolecular
(3 + 1) G-quadruplex scaffold. J. Am. Chem. Soc. 2006, 128, 9963–9970. [CrossRef] [PubMed]

25. Phan, A.T.; Luu, K.N.; Patel, D.J. Different loop arrangements of intramolecular human telomeric (3+1) G-quadruplexes in K+
solution. Nucleic Acids Res. 2006, 34, 5715–5719. [CrossRef]

26. Phan, A.T.; Kuryavyi, V.; Luu, K.N.; Patel, D.J. Structure of two intramolecular G-quadruplexes formed by natural human
telomere sequences in K+ solution. Nucleic Acids Res. 2007, 35, 6517–6525. [CrossRef] [PubMed]

27. Lim, K.W.; Amrane, S.; Bouaziz, S.; Xu, W.; Mu, Y.; Patel, D.J.; Luu, K.N.; Phan, A.T. Structure of the human telomere in K+
solution: A stable basket-type G-quadruplex with only two G-tetrad layers. J. Am. Chem. Soc. 2009, 131, 4301–4309. [CrossRef]
[PubMed]

28. Zhang, Z.; Dai, J.; Veliath, E.; Jones, R.A.; Yang, D. Structure of a two-G-tetrad intramolecular G-quadruplex formed by a variant
human telomeric sequence in K+ solution: Insights into the interconversion of human telomeric G-quadruplex structures. Nucleic
Acids Res. 2010, 38, 1009–1021. [CrossRef]

29. Hänsel, R.; Löhr, F.; Trantirek, L.; Dötsch, V. High-resolution insight into G-overhang architecture. J. Am. Chem. Soc. 2013, 135,
2816–2824. [CrossRef]

30. Yang, D. G-Quadruplex DNA and RNA. Methods Mol. Biol. 2019, 2035, 1–24. [CrossRef]
31. Parkinson, G.N.; Lee, M.P.H.; Neidle, S. Crystal structure of parallel quadruplexes from human telomeric DNA. Nature 2002, 417,

876–880. [CrossRef] [PubMed]

https://doi.org/10.1021/bi00269a019
https://www.ncbi.nlm.nih.gov/pubmed/7159558
https://doi.org/10.1038/342825a0
https://www.ncbi.nlm.nih.gov/pubmed/2601741
https://doi.org/10.1006/jmbi.1998.2031
https://doi.org/10.1021/ja00074a046
https://doi.org/10.1039/C6CP01030J
https://doi.org/10.1093/nar/gks1110
https://doi.org/10.1002/anie.200902454
https://www.ncbi.nlm.nih.gov/pubmed/19882602
https://doi.org/10.1016/j.biochi.2011.05.012
https://www.ncbi.nlm.nih.gov/pubmed/21635933
https://doi.org/10.3390/molecules27134165
https://www.ncbi.nlm.nih.gov/pubmed/35807410
https://doi.org/10.1021/ja904007p
https://www.ncbi.nlm.nih.gov/pubmed/19705869
https://doi.org/10.1093/nar/gkp630
https://www.ncbi.nlm.nih.gov/pubmed/19692585
https://doi.org/10.1093/nar/gku083
https://www.ncbi.nlm.nih.gov/pubmed/24476914
https://doi.org/10.1021/jp401739m
https://doi.org/10.1002/chem.200701255
https://doi.org/10.1039/c1cs15067g
https://doi.org/10.1093/nar/gkl348
https://doi.org/10.1093/nar/gkm009
https://www.ncbi.nlm.nih.gov/pubmed/17395643
https://doi.org/10.1093/nar/gkm522
https://www.ncbi.nlm.nih.gov/pubmed/17626043
https://doi.org/10.1016/j.bmc.2006.04.033
https://www.ncbi.nlm.nih.gov/pubmed/16682210
https://doi.org/10.1021/ja062791w
https://www.ncbi.nlm.nih.gov/pubmed/16866556
https://doi.org/10.1093/nar/gkl726
https://doi.org/10.1093/nar/gkm706
https://www.ncbi.nlm.nih.gov/pubmed/17895279
https://doi.org/10.1021/ja807503g
https://www.ncbi.nlm.nih.gov/pubmed/19271707
https://doi.org/10.1093/nar/gkp1029
https://doi.org/10.1021/ja312403b
https://doi.org/10.1007/978-1-4939-9666-7_1
https://doi.org/10.1038/nature755
https://www.ncbi.nlm.nih.gov/pubmed/12050675


Pathogens 2024, 13, 60 22 of 30

32. Wang, Y.; Patel, D.J. Solution structure of the human telomeric repeat d[AG3(T2AG3)3] G-tetraplex. Structure 1993, 1, 263–282.
[CrossRef] [PubMed]

33. Martadinata, H.; Phan, A.T. Structure of human telomeric RNA (TERRA): Stacking of two G-quadruplex blocks in K(+) solution.
Biochemistry 2013, 52, 2176–2183. [CrossRef] [PubMed]

34. Collie, G.W.; Haider, S.M.; Neidle, S.; Parkinson, G.N. A crystallographic and modelling study of a human telomeric RNA
(TERRA) quadruplex. Nucleic Acids Res. 2010, 38, 5569–5580. [CrossRef] [PubMed]

35. Chen, Y.; Yang, D. Sequence, Stability, and Structure of G-Quadruplexes and Their Interactions with Drugs. Curr. Protoc. Nucleic
Acid. Chem. 2012, 50, 17.5.1–17.5.17. [CrossRef] [PubMed]

36. Zhang, D.H.; Fujimoto, T.; Saxena, S.; Yu, H.Q.; Miyoshi, D.; Sugimoto, N. Monomorphic RNA G-quadruplex and polymorphic
DNA G-quadruplex structures responding to cellular environmental factors. Biochemistry 2010, 49, 4554–4563. [CrossRef]
[PubMed]

37. Fay, M.M.; Lyons, S.M.; Ivanov, P. RNA G-Quadruplexes in Biology: Principles and Molecular Mechanisms. J. Mol. Biol. 2017, 429,
2127–2147. [CrossRef]

38. Nazia, P.; Amen, S.; Seunghee Cho and Kyeong Kyu, K. Computational Approaches to Predict the Non-canonical DNAs. Curr.
Bioinform. 2019, 14, 470–479. [CrossRef]

39. Henderson, A.; Wu, Y.; Huang, Y.C.; Chavez, E.A.; Platt, J.; Johnson, F.B.; Brosh, R.M., Jr.; Sen, D.; Lansdorp, P.M. Detection of
G-quadruplex DNA in mammalian cells. Nucleic Acids Res. 2014, 42, 860–869. [CrossRef]

40. Kypr, J.; Kejnovská, I.; Renciuk, D.; Vorlícková, M. Circular dichroism and conformational polymorphism of DNA. Nucleic Acids
Res. 2009, 37, 1713–1725. [CrossRef]

41. Mergny, J.L.; Lacroix, L. UV Melting of G-Quadruplexes. Curr. Protoc. Nucleic Acid Chem. 2009, 17, 17.1.1–17.1.15. [CrossRef]
[PubMed]

42. Sun, D.; Hurley, L.H. Biochemical techniques for the characterization of G-quadruplex structures: EMSA, DMS footprinting, and
DNA polymerase stop assay. Methods Mol. Biol. 2010, 608, 65–79. [CrossRef] [PubMed]

43. Phan, A.T.; Kuryavyi, V.; Patel, D.J. DNA architecture: From G to Z. Curr. Opin. Struct. Biol. 2006, 16, 288–298. [CrossRef]
[PubMed]

44. Mehta, A.K.; Shayo, Y.; Vankayalapati, H.; Hurley, L.H.; Schaefer, J. Structure of a quinobenzoxazine-G-quadruplex complex by
REDOR NMR. Biochemistry 2004, 43, 11953–11958. [CrossRef] [PubMed]

45. Haider, S.M.; Parkinson, G.N.; Neidle, S. Structure of a G-quadruplex-ligand complex. J. Mol. Biol. 2003, 326, 117–125. [CrossRef]
[PubMed]

46. Parkinson, G.N.; Collie, G.W. X-Ray Crystallographic Studies of G-Quadruplex Structures. Methods Mol. Biol. 2019, 2035, 131–155.
[CrossRef] [PubMed]

47. Campbell, N.H.; Parkinson, G.N. Crystallographic studies of quadruplex nucleic acids. Methods 2007, 43, 252–263. [CrossRef]
48. Millevoi, S.; Moine, H.; Vagner, S. G-quadruplexes in RNA biology. Wiley Interdiscip. Rev. RNA 2012, 3, 495–507. [CrossRef]
49. Yu, C.-H.; Teulade-Fichou, M.-P.; Olsthoorn, R.C.L. Stimulation of ribosomal frameshifting by RNA G-quadruplex structures.

Nucleic Acids Res. 2014, 42, 1887–1892. [CrossRef]
50. Gellert, M.; Lipsett, M.N.; Davies, D.R. Helix formation by guanylic acid. Proc. Natl. Acad. Sci. USA 1962, 48, 2013–2018.

[CrossRef]
51. Metifiot, M.; Amrane, S.; Litvak, S.; Andreola, M.L. G-quadruplexes in viruses: Function and potential therapeutic applications.

Nucleic Acids Res. 2014, 42, 12352–12366. [CrossRef] [PubMed]
52. Bhattacharyya, D.; Mirihana Arachchilage, G.; Basu, S. Metal Cations in G-Quadruplex Folding and Stability. Front. Chem. 2016,

4, 38. [CrossRef] [PubMed]
53. Huppert, J.L.; Balasubramanian, S. Prevalence of quadruplexes in the human genome. Nucleic Acids Res. 2005, 33, 2908–2916.

[CrossRef] [PubMed]
54. Kosiol, N.; Juranek, S.; Brossart, P.; Heine, A.; Paeschke, K. G-quadruplexes: A promising target for cancer therapy. Mol. Cancer

2021, 20, 40. [CrossRef] [PubMed]
55. Varshney, D.; Spiegel, J.; Zyner, K.; Tannahill, D.; Balasubramanian, S. The regulation and functions of DNA and RNA G-

quadruplexes. Nat. Rev. Mol. Cell Biol. 2020, 21, 459–474. [CrossRef] [PubMed]
56. Huppert, J.L.; Balasubramanian, S. G-quadruplexes in promoters throughout the human genome. Nucleic Acids Res. 2007, 35,

406–413. [CrossRef] [PubMed]
57. Yang, F.; Sun, X.; Wang, L.; Li, Q.; Guan, A.; Shen, G.; Tang, Y. Selective recognition of c-myc promoter G-quadruplex and

down-regulation of oncogene c-myc transcription in human cancer cells by 3,8a-disubstituted indolizinone. RSC Adv. 2017, 7,
51965–51969. [CrossRef]

58. Cogoi, S.; Xodo, L.E. G-quadruplex formation within the promoter of the KRAS proto-oncogene and its effect on transcription.
Nucleic Acids Res. 2006, 34, 2536–2549. [CrossRef]

59. Membrino, A.; Cogoi, S.; Pedersen, E.B.; Xodo, L.E. G4-DNA Formation in the HRAS Promoter and Rational Design of Decoy
Oligonucleotides for Cancer Therapy. PLoS ONE 2011, 6, e24421. [CrossRef]

60. Nagesh, N.; Sharma, V.K.; Ganesh Kumar, A.; Lewis, E.A. Effect of Ionic Strength on Porphyrin Drugs Interaction with Quadruplex
DNA Formed by the Promoter Region of C-myc and Bcl2 Oncogenes. J. Nucleic Acids 2010, 2010, 146418. [CrossRef]

https://doi.org/10.1016/0969-2126(93)90015-9
https://www.ncbi.nlm.nih.gov/pubmed/8081740
https://doi.org/10.1021/bi301606u
https://www.ncbi.nlm.nih.gov/pubmed/23445442
https://doi.org/10.1093/nar/gkq259
https://www.ncbi.nlm.nih.gov/pubmed/20413582
https://doi.org/10.1002/0471142700.nc1705s50
https://www.ncbi.nlm.nih.gov/pubmed/22956454
https://doi.org/10.1021/bi1002822
https://www.ncbi.nlm.nih.gov/pubmed/20420470
https://doi.org/10.1016/j.jmb.2017.05.017
https://doi.org/10.2174/1574893614666190126143438
https://doi.org/10.1093/nar/gkt957
https://doi.org/10.1093/nar/gkp026
https://doi.org/10.1002/0471142700.nc1701s37
https://www.ncbi.nlm.nih.gov/pubmed/19488970
https://doi.org/10.1007/978-1-59745-363-9_5
https://www.ncbi.nlm.nih.gov/pubmed/20012416
https://doi.org/10.1016/j.sbi.2006.05.011
https://www.ncbi.nlm.nih.gov/pubmed/16714104
https://doi.org/10.1021/bi049697h
https://www.ncbi.nlm.nih.gov/pubmed/15379535
https://doi.org/10.1016/S0022-2836(02)01354-2
https://www.ncbi.nlm.nih.gov/pubmed/12547195
https://doi.org/10.1007/978-1-4939-9666-7_8
https://www.ncbi.nlm.nih.gov/pubmed/31444748
https://doi.org/10.1016/j.ymeth.2007.08.005
https://doi.org/10.1002/wrna.1113
https://doi.org/10.1093/nar/gkt1022
https://doi.org/10.1073/pnas.48.12.2013
https://doi.org/10.1093/nar/gku999
https://www.ncbi.nlm.nih.gov/pubmed/25332402
https://doi.org/10.3389/fchem.2016.00038
https://www.ncbi.nlm.nih.gov/pubmed/27668212
https://doi.org/10.1093/nar/gki609
https://www.ncbi.nlm.nih.gov/pubmed/15914667
https://doi.org/10.1186/s12943-021-01328-4
https://www.ncbi.nlm.nih.gov/pubmed/33632214
https://doi.org/10.1038/s41580-020-0236-x
https://www.ncbi.nlm.nih.gov/pubmed/32313204
https://doi.org/10.1093/nar/gkl1057
https://www.ncbi.nlm.nih.gov/pubmed/17169996
https://doi.org/10.1039/C7RA09870G
https://doi.org/10.1093/nar/gkl286
https://doi.org/10.1371/journal.pone.0024421
https://doi.org/10.4061/2010/146418


Pathogens 2024, 13, 60 23 of 30

61. Ou, T.M.; Lu, Y.J.; Tan, J.H.; Huang, Z.S.; Wong, K.Y.; Gu, L.Q. G-quadruplexes: Targets in anticancer drug design. Chem. Med.
Chem. 2008, 3, 690–713. [CrossRef] [PubMed]

62. Perrone, R.; Doria, F.; Butovskaya, E.; Frasson, I.; Botti, S.; Scalabrin, M.; Lago, S.; Grande, V.; Nadai, M.; Freccero, M.; et al.
Synthesis, Binding and Antiviral Properties of Potent Core-Extended Naphthalene Diimides Targeting the HIV-1 Long Terminal
Repeat Promoter G-Quadruplexes. J. Med. Chem. 2015, 58, 9639–9652. [CrossRef] [PubMed]

63. Ruggiero, E.; Richter, S.N. G-quadruplexes and G-quadruplex ligands: Targets and tools in antiviral therapy. Nucleic Acids Res.
2018, 46, 3270–3283. [CrossRef] [PubMed]

64. Neidle, S. Human telomeric G-quadruplex: The current status of telomeric G-quadruplexes as therapeutic targets in human
cancer. FEBS J. 2010, 277, 1118–1125. [CrossRef] [PubMed]

65. Ruggiero, E.; Richter, S.N. Viral G-quadruplexes: New frontiers in virus pathogenesis and antiviral therapy. Annu. Rep. Med.
Chem. 2020, 54, 101–131. [CrossRef] [PubMed]

66. Ruggiero, E.; Zanin, I.; Terreri, M.; Richter, S.N. G-Quadruplex Targeting in the Fight against Viruses: An Update. Int. J. Mol. Sci.
2021, 22, 10984. [CrossRef] [PubMed]

67. Abiri, A.; Lavigne, M.; Rezaei, M.; Nikzad, S.; Zare, P.; Mergny, J.L.; Rahimi, H.R. Unlocking G-Quadruplexes as Antiviral Targets.
Pharmacol. Rev. 2021, 73, 897–923. [CrossRef]

68. Kingsbury, C.J.; Senge, M.O. The shape of porphyrins. Coord. Chem. Rev. 2021, 431, 213760. [CrossRef]
69. Cavallari, M.; Garbesi, A.; Di Felice, R. Porphyrin Intercalation in G4-DNA Quadruplexes by Molecular Dynamics Simulations.

J. Phys. Chem. B 2009, 113, 13152–13160. [CrossRef]
70. Fujiwara, N.; Mazzola, M.; Cai, E.; Wang, M.; Cave, J.W. TMPyP4, a Stabilizer of Nucleic Acid Secondary Structure, Is a Novel

Acetylcholinesterase Inhibitor. PLoS ONE 2015, 10, e0139167. [CrossRef]
71. Le, V.H.; Nagesh, N.; Lewis, E.A. Bcl-2 promoter sequence G-quadruplex interactions with three planar and non-planar cationic

porphyrins: TMPyP4, TMPyP3, and TMPyP2. PLoS ONE 2013, 8, e72462. [CrossRef] [PubMed]
72. Haq, I.; Trent, J.O.; Chowdhry, B.Z.; Jenkins, T.C. Intercalative G-Tetraplex Stabilization of Telomeric DNA by a Cationic

Porphyrin1. J. Am. Chem. Soc. 1999, 121, 1768–1779. [CrossRef]
73. Arora, A.; Maiti, S. Effect of Loop Orientation on Quadruplex−TMPyP4 Interaction. J. Phys. Chem. B 2008, 112, 8151–8159.

[CrossRef] [PubMed]
74. Grand, C.L.; Han, H.; Muñoz, R.M.; Weitman, S.; Von Hoff, D.D.; Hurley, L.H.; Bearss, D.J. The cationic porphyrin TMPyP4

down-regulates c-MYC and human telomerase reverse transcriptase expression and inhibits tumor growth in vivo. Mol. Cancer
Ther. 2002, 1, 565–573.

75. Izbicka, E.; Wheelhouse, R.T.; Raymond, E.; Davidson, K.K.; Lawrence, R.A.; Sun, D.; Windle, B.E.; Hurley, L.H.; Von Hoff, D.D.
Effects of Cationic Porphyrins as G-Quadruplex Interactive Agents in Human Tumor Cells1. Cancer Res. 1999, 59, 639–644.

76. Han, F.X.; Wheelhouse, R.T.; Hurley, L.H. Interactions of TMPyP4 and TMPyP2 with Quadruplex DNA. Structural Basis for the
Differential Effects on Telomerase Inhibition. J. Am. Chem. Soc. 1999, 121, 3561–3570. [CrossRef]

77. Nicoludis, J.M.; Miller, S.T.; Jeffrey, P.D.; Barrett, S.P.; Rablen, P.R.; Lawton, T.J.; Yatsunyk, L.A. Optimized End-Stacking Provides
Specificity of N-Methyl Mesoporphyrin IX for Human Telomeric G-Quadruplex DNA. J. Am. Chem. Soc. 2012, 134, 20446–20456.
[CrossRef]

78. Nicoludis, J.M.; Barrett, S.P.; Mergny, J.-L.; Yatsunyk, L.A. Interaction of human telomeric DNA with N-methyl mesoporphyrin IX.
Nucleic Acids Res. 2012, 40, 5432–5447. [CrossRef]

79. Sabharwal, N.C.; Savikhin, V.; Turek-Herman, J.R.; Nicoludis, J.M.; Szalai, V.A.; Yatsunyk, L.A. N-methylmesoporphyrin IX
fluorescence as a reporter of strand orientation in guanine quadruplexes. FEBS J. 2014, 281, 1726–1737. [CrossRef]

80. Zhang, Q.S.; Manche, L.; Xu, R.M.; Krainer, A.R. hnRNP A1 associates with telomere ends and stimulates telomerase activity.
RNA 2006, 12, 1116–1128. [CrossRef]

81. Chung, W.J.; Heddi, B.; Hamon, F.; Teulade-Fichou, M.-P.; Phan, A.T. Solution Structure of a G-quadruplex Bound to the
Bisquinolinium Compound Phen-DC3. Angew. Chem. Int. Ed. 2014, 53, 999–1002. [CrossRef] [PubMed]

82. De Cian, A.; DeLemos, E.; Mergny, J.-L.; Teulade-Fichou, M.-P.; Monchaud, D. Highly Efficient G-Quadruplex Recognition by
Bisquinolinium Compounds. J. Am. Chem. Soc. 2007, 129, 1856–1857. [CrossRef] [PubMed]

83. Ravichandran, S.; Kim, Y.E.; Bansal, V.; Ghosh, A.; Hur, J.; Subramani, V.K.; Pradhan, S.; Lee, M.K.; Kim, K.K.; Ahn, J.H.
Genome-wide analysis of regulatory G-quadruplexes affecting gene expression in human cytomegalovirus. PLoS Pathog. 2018,
14, e1007334. [CrossRef] [PubMed]

84. Piazza, A.; Boulé, J.B.; Lopes, J.; Mingo, K.; Largy, E.; Teulade-Fichou, M.P.; Nicolas, A. Genetic instability triggered by G-
quadruplex interacting Phen-DC compounds in Saccharomyces cerevisiae. Nucleic Acids Res. 2010, 38, 4337–4348. [CrossRef]
[PubMed]

85. De Cian, A.; Cristofari, G.; Reichenbach, P.; De Lemos, E.; Monchaud, D.; Teulade-Fichou, M.P.; Shin-Ya, K.; Lacroix, L.; Lingner, J.;
Mergny, J.L. Reevaluation of telomerase inhibition by quadruplex ligands and their mechanisms of action. Proc. Natl. Acad. Sci.
USA 2007, 104, 17347–17352. [CrossRef] [PubMed]

86. Keller, J.G.; Hymøller, K.M.; Thorsager, M.E.; Hansen, N.Y.; Erlandsen, J.U.; Tesauro, C.; Simonsen, A.K.W.; Andersen, A.B.;
Vandsø Petersen, K.; Holm, L.L.; et al. Topoisomerase 1 inhibits MYC promoter activity by inducing G-quadruplex formation.
Nucleic Acids Res. 2022, 50, 6332–6342. [CrossRef] [PubMed]

https://doi.org/10.1002/cmdc.200700300
https://www.ncbi.nlm.nih.gov/pubmed/18236491
https://doi.org/10.1021/acs.jmedchem.5b01283
https://www.ncbi.nlm.nih.gov/pubmed/26599611
https://doi.org/10.1093/nar/gky187
https://www.ncbi.nlm.nih.gov/pubmed/29554280
https://doi.org/10.1111/j.1742-4658.2009.07463.x
https://www.ncbi.nlm.nih.gov/pubmed/19951354
https://doi.org/10.1016/bs.armc.2020.04.001
https://www.ncbi.nlm.nih.gov/pubmed/32427223
https://doi.org/10.3390/ijms222010984
https://www.ncbi.nlm.nih.gov/pubmed/34681641
https://doi.org/10.1124/pharmrev.120.000230
https://doi.org/10.1016/j.ccr.2020.213760
https://doi.org/10.1021/jp9039226
https://doi.org/10.1371/journal.pone.0139167
https://doi.org/10.1371/journal.pone.0072462
https://www.ncbi.nlm.nih.gov/pubmed/23977303
https://doi.org/10.1021/ja981554t
https://doi.org/10.1021/jp711608y
https://www.ncbi.nlm.nih.gov/pubmed/18553964
https://doi.org/10.1021/ja984153m
https://doi.org/10.1021/ja3088746
https://doi.org/10.1093/nar/gks152
https://doi.org/10.1111/febs.12734
https://doi.org/10.1261/rna.58806
https://doi.org/10.1002/anie.201308063
https://www.ncbi.nlm.nih.gov/pubmed/24356977
https://doi.org/10.1021/ja067352b
https://www.ncbi.nlm.nih.gov/pubmed/17260991
https://doi.org/10.1371/journal.ppat.1007334
https://www.ncbi.nlm.nih.gov/pubmed/30265731
https://doi.org/10.1093/nar/gkq136
https://www.ncbi.nlm.nih.gov/pubmed/20223771
https://doi.org/10.1073/pnas.0707365104
https://www.ncbi.nlm.nih.gov/pubmed/17954919
https://doi.org/10.1093/nar/gkac482
https://www.ncbi.nlm.nih.gov/pubmed/35687110


Pathogens 2024, 13, 60 24 of 30

87. Al Kobaisi, M.; Bhosale, S.V.; Latham, K.; Raynor, A.M.; Bhosale, S.V. Functional Naphthalene Diimides: Synthesis, Properties,
and Applications. Chem. Rev. 2016, 116, 11685–11796. [CrossRef] [PubMed]

88. Pirota, V.; Nadai, M.; Doria, F.; Richter, S.N. Naphthalene Diimides as Multimodal G-Quadruplex-Selective Ligands. Molecules
2019, 24, 426. [CrossRef]

89. Read, M.; Harrison, R.J.; Romagnoli, B.; Tanious, F.A.; Gowan, S.H.; Reszka, A.P.; Wilson, W.D.; Kelland, L.R.; Neidle, S. Structure-
based design of selective and potent G quadruplex-mediated telomerase inhibitors. Proc. Natl. Acad. Sci. USA 2001, 98, 4844–4849.
[CrossRef]

90. White, E.W.; Tanious, F.; Ismail, M.A.; Reszka, A.P.; Neidle, S.; Boykin, D.W.; Wilson, W.D. Structure-specific recognition of
quadruplex DNA by organic cations: Influence of shape, substituents and charge. Biophys. Chem. 2007, 126, 140–153. [CrossRef]

91. Harrison, R.J.; Cuesta, J.; Chessari, G.; Read, M.A.; Basra, S.K.; Reszka, A.P.; Morrell, J.; Gowan, S.M.; Incles, C.M.; Tanious, F.A.;
et al. Trisubstituted acridine derivatives as potent and selective telomerase inhibitors. J. Med. Chem. 2003, 46, 4463–4476.
[CrossRef] [PubMed]

92. Hänsel, R.; Löhr, F.; Foldynová-Trantírková, S.; Bamberg, E.; Trantírek, L.; Dötsch, V. The parallel G-quadruplex structure of
vertebrate telomeric repeat sequences is not the preferred folding topology under physiological conditions. Nucleic Acids Res.
2011, 39, 5768–5775. [CrossRef] [PubMed]

93. Li, J.; Correia, J.J.; Wang, L.; Trent, J.O.; Chaires, J.B. Not so crystal clear: The structure of the human telomere G-quadruplex in
solution differs from that present in a crystal. Nucleic Acids Res. 2005, 33, 4649–4659. [CrossRef] [PubMed]

94. Machireddy, B.; Kalra, G.; Jonnalagadda, S.; Ramanujachary, K.; Wu, C. Probing the Binding Pathway of BRACO19 to a Parallel-
Stranded Human Telomeric G-Quadruplex Using Molecular Dynamics Binding Simulation with AMBER DNA OL15 and Ligand
GAFF2 Force Fields. J. Chem. Inf. Model. 2017, 57, 2846–2864. [CrossRef] [PubMed]

95. Gowan, S.M.; Harrison, J.R.; Patterson, L.; Valenti, M.; Read, M.A.; Neidle, S.; Kelland, L.R. A G-quadruplex-interactive potent
small-molecule inhibitor of telomerase exhibiting in vitro and in vivo antitumor activity. Mol Pharmacol. 2002, 61, 1154–1162.
[CrossRef] [PubMed]

96. Incles, C.M.; Schultes, C.M.; Kempski, H.; Koehler, H.; Kelland, L.R.; Neidle, S. A G-quadruplex telomere targeting agent
produces p16-associated senescence and chromosomal fusions in human prostate cancer cells. Mol. Cancer Ther. 2004, 3,
1201–1206. [CrossRef] [PubMed]

97. Incles, C.M.; Schultes, C.M.; Kelland, L.R.; Neidle, S. Acquired cellular resistance to flavopiridol in a human colon carcinoma
cell line involves up-regulation of the telomerase catalytic subunit and telomere elongation. Sensitivity of resistant cells to
combination treatment with a telomerase inhibitor. Mol. Pharmacol. 2003, 64, 1101–1108. [CrossRef]

98. Burger, A.M.; Dai, F.; Schultes, C.M.; Reszka, A.P.; Moore, M.J.; Double, J.A.; Neidle, S. The G-quadruplex-interactive molecule
BRACO-19 inhibits tumor growth, consistent with telomere targeting and interference with telomerase function. Cancer Res. 2005,
65, 1489–1496. [CrossRef]

99. Sun, Z.Y.; Wang, X.N.; Cheng, S.Q.; Su, X.X.; Ou, T.M. Developing Novel G-Quadruplex Ligands: From Interaction with Nucleic
Acids to Interfering with Nucleic Acid—Protein Interaction. Molecules 2019, 24, 396. [CrossRef]

100. Moruno-Manchon, J.F.; Koellhoffer, E.C.; Gopakumar, J.; Hambarde, S.; Kim, N.; McCullough, L.D.; Tsvetkov, A.S. The G-
quadruplex DNA stabilizing drug pyridostatin promotes DNA damage and downregulates transcription of Brca1 in neurons.
Aging 2017, 9, 1957–1970. [CrossRef]

101. De Magis, A.; Manzo, S.G.; Russo, M.; Marinello, J.; Morigi, R.; Sordet, O.; Capranico, G. DNA damage and genome instability by
G-quadruplex ligands are mediated by R loops in human cancer cells. Proc. Natl. Acad. Sci. USA 2019, 116, 816–825. [CrossRef]
[PubMed]

102. Rodriguez, R.; Müller, S.; Yeoman, J.A.; Trentesaux, C.; Riou, J.F.; Balasubramanian, S. A novel small molecule that alters shelterin
integrity and triggers a DNA-damage response at telomeres. J. Am. Chem. Soc. 2008, 130, 15758–15759. [CrossRef] [PubMed]

103. Zimmer, J.; Tacconi, E.M.C.; Folio, C.; Badie, S.; Porru, M.; Klare, K.; Tumiati, M.; Markkanen, E.; Halder, S.; Ryan, A.; et al.
Targeting BRCA1 and BRCA2 Deficiencies with G-Quadruplex-Interacting Compounds. Mol. Cell. 2016, 61, 449–460. [CrossRef]
[PubMed]

104. Kwok, C.K.; Marsico, G.; Sahakyan, A.B.; Chambers, V.S.; Balasubramanian, S. rG4-seq reveals widespread formation of
G-quadruplex structures in the human transcriptome. Nat. Methods 2016, 13, 841–844. [CrossRef]

105. Balasubramanian, S.; Neidle, S. G-quadruplex nucleic acids as therapeutic targets. Curr. Opin. Chem. Biol. 2009, 13, 345–353.
[CrossRef] [PubMed]

106. Milo, R.; Jorgensen, P.; Moran, U.; Weber, G.; Springer, M. BioNumbers--the database of key numbers in molecular and cell
biology. Nucleic Acids Res. 2010, 38, D750–D753. [CrossRef] [PubMed]

107. Lavezzo, E.; Berselli, M.; Frasson, I.; Perrone, R.; Palù, G.; Brazzale, A.R.; Richter, S.N.; Toppo, S. G-quadruplex forming sequences
in the genome of all known human viruses: A comprehensive guide. bioRxiv 2018, 14, 344127. [CrossRef] [PubMed]

108. Hänsel-Hertsch, R.; Beraldi, D.; Lensing, S.V.; Marsico, G.; Zyner, K.; Parry, A.; Di Antonio, M.; Pike, J.; Kimura, H.; Narita, M.;
et al. G-quadruplex structures mark human regulatory chromatin. Nat. Genet. 2016, 48, 1267–1272. [CrossRef]

109. Alandijany, T.; Roberts, A.P.E.; Conn, K.L.; Loney, C.; McFarlane, S.; Orr, A.; Boutell, C. Distinct temporal roles for the promyelo-
cytic leukaemia (PML) protein in the sequential regulation of intracellular host immunity to HSV-1 infection. PLoS Pathog. 2018,
14, e1006769. [CrossRef]

https://doi.org/10.1021/acs.chemrev.6b00160
https://www.ncbi.nlm.nih.gov/pubmed/27564253
https://doi.org/10.3390/molecules24030426
https://doi.org/10.1073/pnas.081560598
https://doi.org/10.1016/j.bpc.2006.06.006
https://doi.org/10.1021/jm0308693
https://www.ncbi.nlm.nih.gov/pubmed/14521409
https://doi.org/10.1093/nar/gkr174
https://www.ncbi.nlm.nih.gov/pubmed/21450807
https://doi.org/10.1093/nar/gki782
https://www.ncbi.nlm.nih.gov/pubmed/16106044
https://doi.org/10.1021/acs.jcim.7b00287
https://www.ncbi.nlm.nih.gov/pubmed/29028340
https://doi.org/10.1124/mol.61.5.1154
https://www.ncbi.nlm.nih.gov/pubmed/11961134
https://doi.org/10.1158/1535-7163.1201.3.10
https://www.ncbi.nlm.nih.gov/pubmed/15486186
https://doi.org/10.1124/mol.64.5.1101
https://doi.org/10.1158/0008-5472.CAN-04-2910
https://doi.org/10.3390/molecules24030396
https://doi.org/10.18632/aging.101282
https://doi.org/10.1073/pnas.1810409116
https://www.ncbi.nlm.nih.gov/pubmed/30591567
https://doi.org/10.1021/ja805615w
https://www.ncbi.nlm.nih.gov/pubmed/18975896
https://doi.org/10.1016/j.molcel.2015.12.004
https://www.ncbi.nlm.nih.gov/pubmed/26748828
https://doi.org/10.1038/nmeth.3965
https://doi.org/10.1016/j.cbpa.2009.04.637
https://www.ncbi.nlm.nih.gov/pubmed/19515602
https://doi.org/10.1093/nar/gkp889
https://www.ncbi.nlm.nih.gov/pubmed/19854939
https://doi.org/10.1371/journal.pcbi.1006675
https://www.ncbi.nlm.nih.gov/pubmed/30543627
https://doi.org/10.1038/ng.3662
https://doi.org/10.1371/journal.ppat.1006769


Pathogens 2024, 13, 60 25 of 30

110. Shipley, M.M.; Renner, D.W.; Ott, M.; Bloom, D.C.; Koelle, D.M.; Johnston, C.; Szpara, M.L. Genome-Wide Surveillance of Genital
Herpes Simplex Virus Type 1 From Multiple Anatomic Sites Over Time. J. Infect. Dis. 2018, 218, 595–605. [CrossRef]

111. Artusi, S.; Nadai, M.; Perrone, R.; Biasolo, M.A.; Palù, G.; Flamand, L.; Calistri, A.; Richter, S.N. The Herpes Simplex Virus-1
genome contains multiple clusters of repeated G-quadruplex: Implications for the antiviral activity of a G-quadruplex ligand.
Antiviral. Res. 2015, 118, 123–131. [CrossRef] [PubMed]

112. Artusi, S.; Perrone, R.; Lago, S.; Raffa, P.; Di Iorio, E.; Palù, G.; Richter, S.N. Visualization of DNA G-quadruplexes in herpes
simplex virus 1-infected cells. Nucleic Acids Res. 2016, 44, 10343–10353. [CrossRef]

113. Bagga, S.; Bouchard, M.J. Cell cycle regulation during viral infection. Methods Mol. Biol. 2014, 1170, 165–227. [CrossRef] [PubMed]
114. Lago, S.; Nadai, M.; Cernilogar, F.M.; Kazerani, M.; Domíniguez Moreno, H.; Schotta, G.; Richter, S.N. Promoter G-quadruplexes

and transcription factors cooperate to shape the cell type-specific transcriptome. Nat. Commun. 2021, 12, 3885. [CrossRef]
[PubMed]

115. Spiegel, J.; Cuesta, S.M.; Adhikari, S.; Hänsel-Hertsch, R.; Tannahill, D.; Balasubramanian, S. G-quadruplexes are transcription
factor binding hubs in human chromatin. Genome Biol. 2021, 22, 117. [CrossRef] [PubMed]

116. Ruggiero, E.; Richter, S.N. Targeting G-quadruplexes to achieve antiviral activity. Bioorg. Med. Chem. Lett. 2023, 79, 129085.
[CrossRef] [PubMed]

117. Rouleau, S.G.; Beaudoin, J.D.; Bisaillon, M.; Perreault, J.P. Small antisense oligonucleotides against G-quadruplexes: Specific
mRNA translational switches. Nucleic Acids Res. 2015, 43, 595–606. [CrossRef]

118. Duellman, S.J.; Thompson, K.L.; Coon, J.J.; Burgess, R.R. Phosphorylation sites of Epstein-Barr virus EBNA1 regulate its function.
J. Gen. Virol. 2009, 90, 2251–2259. [CrossRef]

119. Kennedy, G.; Sugden, B. EBNA-1, a bifunctional transcriptional activator. Mol. Cell Biol. 2003, 23, 6901–6908. [CrossRef]
120. Murat, P.; Zhong, J.; Lekieffre, L.; Cowieson, N.P.; Clancy, J.L.; Preiss, T.; Balasubramanian, S.; Khanna, R.; Tellam, J. G-

quadruplexes regulate Epstein-Barr virus–encoded nuclear antigen 1 mRNA translation. Nat. Chem. Biol. 2014, 10, 358–364.
[CrossRef]

121. Cadoni, E.; De Paepe, L.; Manicardi, A.; Madder, A. Beyond small molecules: Targeting G-quadruplex structures with oligonu-
cleotides and their analogues. Nucleic Acids Res. 2021, 49, 6638–6659. [CrossRef]

122. Kupryushkin, M.S.; Filatov, A.V.; Mironova, N.L.; Patutina, O.A.; Chernikov, I.V.; Chernolovskaya, E.L.; Zenkova, M.A.;
Pyshnyi, D.V.; Stetsenko, D.A.; Altman, S.; et al. Antisense oligonucleotide gapmers containing phosphoryl guanidine groups
reverse MDR1-mediated multiple drug resistance of tumor cells. Mol. Ther. Nucleic Acids 2022, 27, 211–226. [CrossRef] [PubMed]

123. Balci, H.; Globyte, V.; Joo, C. Targeting G-quadruplex Forming Sequences with Cas9. ACS Chem. Biol. 2021, 16, 596–603. [CrossRef]
[PubMed]

124. Hoque, M.E.; Mustafa, G.; Basu, S.; Balci, H. Encounters between Cas9/dCas9 and G-Quadruplexes: Implications for Transcription
Regulation and Cas9-Mediated DNA Cleavage. ACS Synth. Biol. 2021, 10, 972–978. [CrossRef] [PubMed]

125. Liu, X.; Cui, S.; Qi, Q.; Lei, H.; Zhang, Y.; Shen, W.; Fu, F.; Tian, T.; Zhou, X. G-quadruplex-guided RNA engineering to modulate
CRISPR-based genomic regulation. Nucleic Acids Res. 2022, 50, 11387–11400. [CrossRef] [PubMed]

126. Fire, A.; Xu, S.; Montgomery, M.K.; Kostas, S.A.; Driver, S.E.; Mello, C.C. Potent and specific genetic interference by double-
stranded RNA in Caenorhabditis elegans. Nature 1998, 391, 806–811. [CrossRef] [PubMed]

127. Hutvágner, G.; Zamore, P.D. RNAi: Nature abhors a double-strand. Curr. Opin. Genet Dev. 2002, 12, 225–232. [CrossRef] [PubMed]
128. Chery, J. RNA therapeutics: RNAi and antisense mechanisms and clinical applications. Postdoc. J. 2016, 4, 35–50. [CrossRef]

[PubMed]
129. Gitlin, L.; Karelsky, S.; Andino, R. Short interfering RNA confers intracellular antiviral immunity in human cells. Nature 2002, 418,

430–434. [CrossRef]
130. Liu, Z.; Wang, J.; Cheng, H.; Ke, X.; Sun, L.; Zhang, Q.C.; Wang, H.W. Cryo-EM Structure of Human Dicer and Its Complexes

with a Pre-miRNA Substrate. Cell 2018, 173, 1191–1203.e12. [CrossRef]
131. Heale, B.S.E.; Soifer, H.S.; Bowers, C.; Rossi, J.J. siRNA target site secondary structure predictions using local stable substructures.

Nucleic Acids Res. 2005, 33, e30. [CrossRef]
132. Meister, G.; Tuschl, T. Mechanisms of gene silencing by double-stranded RNA. Nature 2004, 431, 343–349. [CrossRef] [PubMed]
133. Dumas, L.; Herviou, P.; Dassi, E.; Cammas, A.; Millevoi, S. G-Quadruplexes in RNA Biology: Recent Advances and Future

Directions. Trends Biochem. Sci. 2021, 46, 270–283. [CrossRef] [PubMed]
134. Rader, C. Chemically programmed antibodies. Trends Biotechnol. 2014, 32, 186–197. [CrossRef] [PubMed]
135. Platella, C.; Riccardi, C.; Montesarchio, D.; Roviello, G.N.; Musumeci, D. G-quadruplex-based aptamers against protein targets in

therapy and diagnostics. Biochim. Biophys. Acta Gen. Subj. 2017, 1861 Pt B, 1429–1447. [CrossRef]
136. Roxo, C.; Kotkowiak, W.; Pasternak, A. G-Quadruplex-Forming Aptamers-Characteristics, Applications, and Perspectives.

Molecules 2019, 24, 3781. [CrossRef] [PubMed]
137. Ramos, C.I.V.; Almeida, S.P.; Lourenço, L.M.O.; Pereira, P.M.R.; Fernandes, R.; Faustino, M.A.F.; Tomé, J.P.C.; Carvalho, J.;

Cruz, C.; Neves, M.G.P.M.S. Multicharged Phthalocyanines as Selective Ligands for G-Quadruplex DNA Structures. Molecules
2019, 24, 733. [CrossRef] [PubMed]

138. Soundararajan, S.; Chen, W.; Spicer, E.K.; Courtenay-Luck, N.; Fernandes, D.J. The nucleolin targeting aptamer AS1411 destabilizes
Bcl-2 messenger RNA in human breast cancer cells. Cancer Res. 2008, 68, 2358–2365. [CrossRef]

https://doi.org/10.1093/infdis/jiy216
https://doi.org/10.1016/j.antiviral.2015.03.016
https://www.ncbi.nlm.nih.gov/pubmed/25843424
https://doi.org/10.1093/nar/gkw968
https://doi.org/10.1007/978-1-4939-0888-2_10
https://www.ncbi.nlm.nih.gov/pubmed/24906315
https://doi.org/10.1038/s41467-021-24198-2
https://www.ncbi.nlm.nih.gov/pubmed/34162892
https://doi.org/10.1186/s13059-021-02324-z
https://www.ncbi.nlm.nih.gov/pubmed/33892767
https://doi.org/10.1016/j.bmcl.2022.129085
https://www.ncbi.nlm.nih.gov/pubmed/36423824
https://doi.org/10.1093/nar/gku1311
https://doi.org/10.1099/vir.0.012260-0
https://doi.org/10.1128/MCB.23.19.6901-6908.2003
https://doi.org/10.1038/nchembio.1479
https://doi.org/10.1093/nar/gkab334
https://doi.org/10.1016/j.omtn.2021.11.025
https://www.ncbi.nlm.nih.gov/pubmed/34976439
https://doi.org/10.1021/acschembio.0c00687
https://www.ncbi.nlm.nih.gov/pubmed/33769784
https://doi.org/10.1021/acssynbio.1c00067
https://www.ncbi.nlm.nih.gov/pubmed/33970608
https://doi.org/10.1093/nar/gkac870
https://www.ncbi.nlm.nih.gov/pubmed/36263801
https://doi.org/10.1038/35888
https://www.ncbi.nlm.nih.gov/pubmed/9486653
https://doi.org/10.1016/S0959-437X(02)00290-3
https://www.ncbi.nlm.nih.gov/pubmed/11893497
https://doi.org/10.14304/SURYA.JPR.V4N7.5
https://www.ncbi.nlm.nih.gov/pubmed/27570789
https://doi.org/10.1038/nature00873
https://doi.org/10.1016/j.cell.2018.03.080
https://doi.org/10.1093/nar/gni026
https://doi.org/10.1038/nature02873
https://www.ncbi.nlm.nih.gov/pubmed/15372041
https://doi.org/10.1016/j.tibs.2020.11.001
https://www.ncbi.nlm.nih.gov/pubmed/33303320
https://doi.org/10.1016/j.tibtech.2014.02.003
https://www.ncbi.nlm.nih.gov/pubmed/24630478
https://doi.org/10.1016/j.bbagen.2016.11.027
https://doi.org/10.3390/molecules24203781
https://www.ncbi.nlm.nih.gov/pubmed/31640176
https://doi.org/10.3390/molecules24040733
https://www.ncbi.nlm.nih.gov/pubmed/30781675
https://doi.org/10.1158/0008-5472.CAN-07-5723


Pathogens 2024, 13, 60 26 of 30

139. Bates, P.J.; Reyes-Reyes, E.M.; Malik, M.T.; Murphy, E.M.; O’Toole, M.G.; Trent, J.O. G-quadruplex oligonucleotide AS1411 as a
cancer-targeting agent: Uses and mechanisms. Biochim. Biophys. Acta Gen. Subj. 2017, 1861 Pt B, 1414–1428. [CrossRef]

140. Qiu, W.; Zhou, F.; Zhang, Q.; Sun, X.; Shi, X.; Liang, Y.; Wang, X.; Yue, L. Overexpression of nucleolin and different expression
sites both related to the prognosis of gastric cancer. Apmis 2013, 121, 919–925. [CrossRef] [PubMed]

141. Otake, Y.; Soundararajan, S.; Sengupta, T.K.; Kio, E.A.; Smith, J.C.; Pineda-Roman, M.; Stuart, R.K.; Spicer, E.K.; Fernandes, D.J.
Overexpression of nucleolin in chronic lymphocytic leukemia cells induces stabilization of bcl2 mRNA. Blood 2007, 109, 3069–3075.
[CrossRef] [PubMed]

142. Oleinick, N.L.; Morris, R.L.; Belichenko, I. The role of apoptosis in response to photodynamic therapy: What, where, why, and
how. Photochem. Photobiol. Sci. 2002, 1, 1–21. [CrossRef] [PubMed]

143. Shieh, Y.A.; Yang, S.J.; Wei, M.F.; Shieh, M.J. Aptamer-based tumor-targeted drug delivery for photodynamic therapy. ACS Nano
2010, 4, 1433–1442. [CrossRef]

144. Carvalho, J.; Lopes-Nunes, J.; Lopes, A.C.; Campello, M.P.C.; Paulo, A.; Queiroz, J.A.; Cruz, C. Aptamer-guided acridine
derivatives for cervical cancer. Org. Biomol. Chem. 2019, 17, 2992–3002. [CrossRef] [PubMed]

145. Lopes-Nunes, J.; Carvalho, J.; Figueiredo, J.; Ramos, C.I.V.; Lourenço, L.M.O.; Tomé, J.P.C.; Neves, M.G.P.M.S.; Mergny, J.L.;
Queiroz, J.A.; Salgado, G.F.; et al. Phthalocyanines for G-quadruplex aptamers binding. Bioorg. Chem. 2020, 100, 103920.
[CrossRef] [PubMed]

146. Do, N.Q.; Chung, W.J.; Truong, T.H.A.; Heddi, B.; Phan, A.T. G-quadruplex structure of an anti-proliferative DNA sequence.
Nucleic Acids Res. 2017, 45, 7487–7493. [CrossRef] [PubMed]

147. Park, J.Y.; Cho, Y.L.; Chae, J.R.; Moon, S.H.; Cho, W.G.; Choi, Y.J.; Lee, S.J.; Kang, W.J. Gemcitabine-Incorporated G-Quadruplex
Aptamer for Targeted Drug Delivery into Pancreas Cancer. Mol. Ther. Nucleic Acids 2018, 12, 543–553. [CrossRef]

148. García-Recio, E.M.; Pinto-Díez, C.; Pérez-Morgado, M.I.; García-Hernández, M.; Fernández, G.; Martín, M.E.; González, V.M.
Characterization of MNK1b DNA Aptamers That Inhibit Proliferation in MDA-MB231 Breast Cancer Cells. Mol. Ther. Nucleic
Acids 2016, 5, e275. [CrossRef]

149. Esposito, V.; Russo, A.; Vellecco, V.; Bucci, M.; Russo, G.; Mayol, L.; Virgilio, A.; Galeone, A. Thrombin binding aptamer analogues
containing inversion of polarity sites endowed with antiproliferative and anti-motility properties against Calu-6 cells. Biochim.
Biophys. Acta Gen. Subj. 2018, 1862, 2645–2650. [CrossRef]

150. Louten, J. Virus Replication. In Essential Human Virology; Elsevier: Amsterdam, The Netherlands, 2016; pp. 49–70.
151. Speck, S.H.; Ganem, D. Viral latency and its regulation: Lessons from the gamma-herpesviruses. Cell Host Microbe 2010, 8, 100–115.

[CrossRef]
152. Cohen, J.I. Herpesvirus latency. J. Clin. Investig. 2020, 130, 3361–3369. [CrossRef]
153. Sevvana, M.; Klose, T.; Rossmann, M.G. Principles of Virus Structure. In Encyclopedia of Virology; Elsevier: Amsterdam, The

Netherlands, 2021; pp. 257–277.
154. Biswas, B.; Kandpal, M.; Jauhari, U.K.; Vivekanandan, P. Genome-wide analysis of G-quadruplexes in herpesvirus genomes.

BMC Genom. 2016, 17, 949. [CrossRef]
155. Norberg, P. Divergence and genotyping of human α-herpesviruses: An overview. Infect. Genet. Evol. 2010, 10, 14–25. [CrossRef]

[PubMed]
156. Estep, K.N.; Butler, T.J.; Ding, J.; Brosh, R.M. G4-Interacting DNA Helicases and Polymerases: Potential Therapeutic Targets. Curr.

Med. Chem. 2019, 26, 2881–2897. [CrossRef] [PubMed]
157. Frasson, I.; Soldà, P.; Nadai, M.; Lago, S.; Richter, S.N. Parallel G-quadruplexes recruit the HSV-1 transcription factor ICP4 to

promote viral transcription in herpes virus-infected human cells. Commun. Biol. 2021, 4, 510. [CrossRef] [PubMed]
158. Frasson, I.; Soldà, P.; Nadai, M.; Tassinari, M.; Scalabrin, M.; Gokhale, V.; Hurley, L.H.; Richter, S.N. Quindoline-derivatives

display potent G-quadruplex-mediated antiviral activity against herpes simplex virus 1. Antivir. Res. 2022, 208, 105432. [CrossRef]
159. Artusi, S.; Ruggiero, E.; Nadai, M.; Tosoni, B.; Perrone, R.; Ferino, A.; Zanin, I.; Xodo, L.; Flamand, L.; Richter, S.N. Antiviral

Activity of the G-Quadruplex Ligand TMPyP4 against Herpes Simplex Virus-1. Viruses 2021, 13, 196. [CrossRef] [PubMed]
160. Frasson, I.; Nadai, M.; Richter, S.N. Conserved G-Quadruplexes Regulate the Immediate Early Promoters of Human Alphaher-

pesviruses. Molecules 2019, 24, 2375. [CrossRef]
161. Chung, W.C.; Ravichandran, S.; Park, D.; Lee, G.M.; Kim, Y.E.; Choi, Y.; Song, M.J.; Kim, K.K.; Ahn, J.H. G-quadruplexes formed

by Varicella-Zoster virus reiteration sequences suppress expression of glycoprotein C and regulate viral cell-to-cell spread. PLoS
Pathog. 2023, 19, e1011095. [CrossRef]

162. Nogalski, M.T.; Collins-McMillen, D.; Yurochko, A.D. Overview of human cytomegalovirus pathogenesis. Methods Mol. Biol.
2014, 1119, 15–28. [CrossRef]

163. De Bolle, L.; Naesens, L.; De Clercq, E. Update on Human Herpesvirus 6 Biology, Clinical Features, and Therapy. Clin. Microbiol.
Rev. 2005, 18, 217–245. [CrossRef] [PubMed]

164. Agut, H.; Bonnafous, P.; Gautheret-Dejean, A. Human Herpesviruses 6A, 6B, and 7. Microbiol. Spectr. 2016, 4, 157–176. [CrossRef]
[PubMed]

165. Gottwein, E. Kaposi’s Sarcoma-Associated Herpesvirus microRNAs. Front. Microbiol. 2012, 3, 165. [CrossRef] [PubMed]
166. Singhal, N.; Kumar, M.; Kanaujia, P.K.; Virdi, J.S. MALDI-TOF mass spectrometry: An emerging technology for microbial

identification and diagnosis. Front. Microbiol. 2015, 6, 791. [CrossRef] [PubMed]

https://doi.org/10.1016/j.bbagen.2016.12.015
https://doi.org/10.1111/apm.12131
https://www.ncbi.nlm.nih.gov/pubmed/23763304
https://doi.org/10.1182/blood-2006-08-043257
https://www.ncbi.nlm.nih.gov/pubmed/17179226
https://doi.org/10.1039/b108586g
https://www.ncbi.nlm.nih.gov/pubmed/12659143
https://doi.org/10.1021/nn901374b
https://doi.org/10.1039/C9OB00318E
https://www.ncbi.nlm.nih.gov/pubmed/30810582
https://doi.org/10.1016/j.bioorg.2020.103920
https://www.ncbi.nlm.nih.gov/pubmed/32413624
https://doi.org/10.1093/nar/gkx274
https://www.ncbi.nlm.nih.gov/pubmed/28549181
https://doi.org/10.1016/j.omtn.2018.06.003
https://doi.org/10.1038/mtna.2015.50
https://doi.org/10.1016/j.bbagen.2018.07.031
https://doi.org/10.1016/j.chom.2010.06.014
https://doi.org/10.1172/JCI136225
https://doi.org/10.1186/s12864-016-3282-1
https://doi.org/10.1016/j.meegid.2009.09.004
https://www.ncbi.nlm.nih.gov/pubmed/19772930
https://doi.org/10.2174/0929867324666171116123345
https://www.ncbi.nlm.nih.gov/pubmed/29149833
https://doi.org/10.1038/s42003-021-02035-y
https://www.ncbi.nlm.nih.gov/pubmed/33931711
https://doi.org/10.1016/j.antiviral.2022.105432
https://doi.org/10.3390/v13020196
https://www.ncbi.nlm.nih.gov/pubmed/33525505
https://doi.org/10.3390/molecules24132375
https://doi.org/10.1371/journal.ppat.1011095
https://doi.org/10.1007/978-1-62703-788-4_2
https://doi.org/10.1128/CMR.18.1.217-245.2005
https://www.ncbi.nlm.nih.gov/pubmed/15653828
https://doi.org/10.1128/microbiolspec.DMIH2-0007-2015
https://www.ncbi.nlm.nih.gov/pubmed/27337451
https://doi.org/10.3389/fmicb.2012.00165
https://www.ncbi.nlm.nih.gov/pubmed/22563327
https://doi.org/10.3389/fmicb.2015.00791
https://www.ncbi.nlm.nih.gov/pubmed/26300860


Pathogens 2024, 13, 60 27 of 30

167. Daibata, M.; Taguchi, T.; Nemoto, Y.; Taguchi, H.; Miyoshi, I. Inheritance of chromosomally integrated human herpesvirus 6
DNA. Blood 1999, 94, 1545–1549. [CrossRef] [PubMed]

168. Luppi, M.; Barozzi, P.; Marasca, R.; Torelli, G. Integration of human herpesvirus-6 (HHV-6) genome in chromosome 17 in two
lymphoma patients. Leukemia 1994, 8 (Suppl. S1), S41–S45. [PubMed]

169. Gilbert-Girard, S.; Gravel, A.; Artusi, S.; Richter, S.N.; Wallaschek, N.; Kaufer, B.B.; Flamand, L. Stabilization of Telomere
G-Quadruplexes Interferes with Human Herpesvirus 6A Chromosomal Integration. J. Virol. 2017, 91, e00402-17. [CrossRef]

170. Weed, D.J.; Damania, B. Pathogenesis of Human Gammaherpesviruses: Recent Advances. Curr. Clin. Microbiol. Rep. 2019, 6,
166–174. [CrossRef]

171. Lista, M.J.; Martins, R.P.; Billant, O.; Contesse, M.A.; Findakly, S.; Pochard, P.; Daskalogianni, C.; Beauvineau, C.; Guetta, C.;
Jamin, C.; et al. Nucleolin directly mediates Epstein-Barr virus immune evasion through binding to G-quadruplexes of EBNA1
mRNA. Nat. Commun. 2017, 8, 16043. [CrossRef]

172. Reznichenko, O.; Quillévéré, A.; Martins, R.P.; Loaëc, N.; Kang, H.; Lista, M.J.; Beauvineau, C.; González-García, J.; Guillot, R.;
Voisset, C.; et al. Novel cationic bis(acylhydrazones) as modulators of Epstein–Barr virus immune evasion acting through
disruption of interaction between nucleolin and G-quadruplexes of EBNA1 mRNA. Eur. J. Med. Chem. 2019, 178, 13–29. [CrossRef]

173. Zheng, A.J.; Thermou, A.; Guixens Gallardo, P.; Malbert-Colas, L.; Daskalogianni, C.; Vaudiau, N.; Brohagen, P.; Granzhan, A.;
Blondel, M.; Teulade-Fichou, M.P.; et al. The different activities of RNA G-quadruplex structures are controlled by flanking
sequences. Life Sci. Alliance 2022, 5, e202101232. [CrossRef] [PubMed]

174. Kumar, S.; Choudhary, D.; Patra, A.; Bhavesh, N.S.; Vivekanandan, P. Analysis of G-quadruplexes upstream of herpesvirus
miRNAs: Evidence of G-quadruplex mediated regulation of KSHV miR-K12–1-9,11 cluster and HCMV miR-US33. BMC Mol. Cell
Biol. 2020, 21, 67. [CrossRef] [PubMed]

175. Dabral, P.; Babu, J.; Zareie, A.; Verma, S.C. LANA and hnRNP A1 Regulate the Translation of LANA mRNA through G-
Quadruplexes. J. Virol. 2020, 94, e01508-19. [CrossRef] [PubMed]

176. Kwun Hyun, J.; da Silva Suzane, R.; Shah Ishita, M.; Blake, N.; Moore Patrick, S.; Chang, Y. Kaposi’s Sarcoma-Associated
Herpesvirus Latency-Associated Nuclear Antigen 1 Mimics Epstein-Barr Virus EBNA1 Immune Evasion through Central Repeat
Domain Effects on Protein Processing. J. Virol. 2007, 81, 8225–8235. [CrossRef] [PubMed]

177. Kwun, H.J.; da Silva, S.R.; Qin, H.; Ferris, R.L.; Tan, R.; Chang, Y.; Moore, P.S. The central repeat domain 1 of Kaposi’s sarcoma-
associated herpesvirus (KSHV) latency associated-nuclear antigen 1 (LANA1) prevents cis MHC class I peptide presentation.
Virology 2011, 412, 357–365. [CrossRef]

178. Ballestas, M.E.; Kaye, K.M. The latency-associated nuclear antigen, a multifunctional protein central to Kaposi’s sarcoma-
associated herpesvirus latency. Future Microbiol. 2011, 6, 1399–1413. [CrossRef]

179. Lee, H.R.; Lee, S.; Chaudhary, P.M.; Gill, P.; Jung, J.U. Immune evasion by Kaposi’s sarcoma-associated herpesvirus. Future
Microbiol. 2010, 5, 1349–1365. [CrossRef]

180. Krüger, A.C.; Raarup, M.K.; Nielsen, M.M.; Kristensen, M.; Besenbacher, F.; Kjems, J.; Birkedal, V. Interaction of hnRNP A1 with
telomere DNA G-quadruplex structures studied at the single molecule level. Eur. Biophys. J. 2010, 39, 1343–1350. [CrossRef]

181. De Leo, A.; Deng, Z.; Vladimirova, O.; Chen, H.S.; Dheekollu, J.; Calderon, A.; Myers, K.A.; Hayden, J.; Keeney, F.; Kaufer, B.B.;
et al. LANA oligomeric architecture is essential for KSHV nuclear body formation and viral genome maintenance during latency.
PLoS Pathog. 2019, 15, e1007489. [CrossRef]

182. Zareie, A.R.; Verma, S.C. Nucleolin Regulates the Expression of Kaposi’s Sarcoma-Associated Herpesvirus’ Latency-Associated
Nuclear Antigen through G-Quadruplexes in the mRNA. Viruses 2023, 15, 2438. [CrossRef]

183. Kumar, S.; Ramamurthy, C.; Choudhary, D.; Sekar, A.; Patra, A.; Bhavesh, N.S.; Vivekanandan, P. Contrasting roles for G-
quadruplexes in regulating human Bcl-2 and virus homologues KSHV KS-Bcl-2 and EBV BHRF1. Sci. Rep. 2022, 12, 5019.
[CrossRef]

184. Madireddy, A.; Purushothaman, P.; Loosbroock, C.P.; Robertson, E.S.; Schildkraut, C.L.; Verma, S.C. G-quadruplex-interacting
compounds alter latent DNA replication and episomal persistence of KSHV. Nucleic Acids Res. 2016, 44, 3675–3694. [CrossRef]
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186. Marušič, M.; Hošnjak, L.; Krafčikova, P.; Poljak, M.; Viglasky, V.; Plavec, J. The effect of single nucleotide polymorphisms in G-rich
regions of high-risk human papillomaviruses on structural diversity of DNA. Biochim. Biophys. Acta Gen. Subj. 2017, 1861 Pt B,
1229–1236. [CrossRef]

187. Carvalho, J.; Lopes-Nunes, J.; Campello, M.P.C.; Paulo, A.; Milici, J.; Meyers, C.; Mergny, J.L.; Salgado, G.F.; Queiroz, J.A.; Cruz, C.
Human Papillomavirus G-Rich Regions as Potential Antiviral Drug Targets. Nucleic Acid Ther. 2021, 31, 68–81. [CrossRef]
[PubMed]

188. Ahsan, N.; Shah, K.V. Polyomaviruses and human diseases. Adv. Exp. Med. Biol. 2006, 577, 1–18. [CrossRef] [PubMed]
189. Jiang, M.; Abend, J.R.; Johnson, S.F.; Imperiale, M.J. The role of polyomaviruses in human disease. Virology 2009, 384, 266–273.

[CrossRef] [PubMed]
190. Saribas, A.S.; Coric, P.; Bouaziz, S.; Safak, M. Expression of novel proteins by polyomaviruses and recent advances in the structural

and functional features of agnoprotein of JC virus, BK virus, and simian virus 40. J. Cell Physiol. 2019, 234, 8295–8315. [CrossRef]
[PubMed]

https://doi.org/10.1182/blood.V94.5.1545.417a25_1545_1549
https://www.ncbi.nlm.nih.gov/pubmed/10477678
https://www.ncbi.nlm.nih.gov/pubmed/8152302
https://doi.org/10.1128/JVI.00402-17
https://doi.org/10.1007/s40588-019-00127-2
https://doi.org/10.1038/ncomms16043
https://doi.org/10.1016/j.ejmech.2019.05.042
https://doi.org/10.26508/lsa.202101232
https://www.ncbi.nlm.nih.gov/pubmed/34785537
https://doi.org/10.1186/s12860-020-00306-w
https://www.ncbi.nlm.nih.gov/pubmed/32972365
https://doi.org/10.1128/JVI.01508-19
https://www.ncbi.nlm.nih.gov/pubmed/31723020
https://doi.org/10.1128/JVI.00411-07
https://www.ncbi.nlm.nih.gov/pubmed/17522213
https://doi.org/10.1016/j.virol.2011.01.026
https://doi.org/10.2217/fmb.11.137
https://doi.org/10.2217/fmb.10.105
https://doi.org/10.1007/s00249-010-0587-x
https://doi.org/10.1371/journal.ppat.1007489
https://doi.org/10.3390/v15122438
https://doi.org/10.1038/s41598-022-08161-9
https://doi.org/10.1093/nar/gkw038
https://doi.org/10.1021/bi400897g
https://www.ncbi.nlm.nih.gov/pubmed/24044463
https://doi.org/10.1016/j.bbagen.2016.11.007
https://doi.org/10.1089/nat.2020.0869
https://www.ncbi.nlm.nih.gov/pubmed/33121376
https://doi.org/10.1007/0-387-32957-9_1
https://www.ncbi.nlm.nih.gov/pubmed/16626024
https://doi.org/10.1016/j.virol.2008.09.027
https://www.ncbi.nlm.nih.gov/pubmed/18995875
https://doi.org/10.1002/jcp.27715
https://www.ncbi.nlm.nih.gov/pubmed/30390301


Pathogens 2024, 13, 60 28 of 30

191. Yang, J.F.; You, J. Regulation of Polyomavirus Transcription by Viral and Cellular Factors. Viruses 2020, 12, 1072. [CrossRef]
[PubMed]

192. Patel, P.K.; Bhavesh, N.S.; Hosur, R.V. NMR observation of a novel C-tetrad in the structure of the SV40 repeat sequence GGGCGG.
Biochem. Biophys. Res. Commun. 2000, 270, 967–971. [CrossRef]

193. Topalis, D.; Andrei, G.; Snoeck, R. The large tumor antigen: A “Swiss Army knife” protein possessing the functions required for
the polyomavirus life cycle. Antivir. Res. 2013, 97, 122–136. [CrossRef] [PubMed]

194. Plyler, J.; Jasheway, K.; Tuesuwan, B.; Karr, J.; Brennan, J.S.; Kerwin, S.M.; David, W.M. Real-time investigation of SV40 large
T-antigen helicase activity using surface plasmon resonance. Cell Biochem. Biophys. 2009, 53, 43–52. [CrossRef] [PubMed]

195. Tuesuwan, B.; Kern, J.T.; Thomas, P.W.; Rodriguez, M.; Li, J.; David, W.M.; Kerwin, S.M. Simian Virus 40 Large T-Antigen
G-Quadruplex DNA Helicase Inhibition by G-Quadruplex DNA-Interactive Agents. Biochemistry 2008, 47, 1896–1909. [CrossRef]
[PubMed]

196. Sunbul, M. Hepatitis B virus genotypes: Global distribution and clinical importance. World J. Gastroenterol. 2014, 20, 5427–5434.
[CrossRef] [PubMed]

197. Biswas, B.; Kandpal, M.; Vivekanandan, P. A G-quadruplex motif in an envelope gene promoter regulates transcription and
virion secretion in HBV genotype B. Nucleic Acids Res. 2017, 45, 11268–11280. [CrossRef] [PubMed]

198. Meier-Stephenson, V.; Badmalia, M.D.; Mrozowich, T.; Lau, K.C.K.; Schultz, S.K.; Gemmill, D.L.; Osiowy, C.; van Marle, G.;
Coffin, C.S.; Patel, T.R. Identification and characterization of a G-quadruplex structure in the pre-core promoter region of hepatitis
B virus covalently closed circular DNA. J. Biol. Chem. 2021, 296, 100589. [CrossRef] [PubMed]

199. Molnár, O.R.; Végh, A.; Somkuti, J.; Smeller, L. Characterization of a G-quadruplex from hepatitis B virus and its stabilization by
binding TMPyP4, BRACO19 and PhenDC3. Sci. Rep. 2021, 11, 23243. [CrossRef] [PubMed]

200. Wenham, C.; Eccleston-Turner, M. Monkeypox as a PHEIC: Implications for global health governance. Lancet 2022, 400, 2169–2171.
[CrossRef]

201. Lv, L.; Zhang, L. G-quadruplexes in the monkeypox virus are potential antiviral targets. J. Med. Virol. 2023, 95, e28299. [CrossRef]
202. Nagy, P.D.; Pogany, J. The dependence of viral RNA replication on co-opted host factors. Nat. Rev. Microbiol. 2012, 10, 137–149.

[CrossRef]
203. Lauring, A.S.; Andino, R. Quasispecies theory and the behavior of RNA viruses. PLoS Pathog. 2010, 6, e1001005. [CrossRef]

[PubMed]
204. Denison, M.R.; Graham, R.L.; Donaldson, E.F.; Eckerle, L.D.; Baric, R.S. Coronaviruses: An RNA proofreading machine regulates

replication fidelity and diversity. RNA Biol. 2011, 8, 270–279. [CrossRef] [PubMed]
205. Gallo, R.C.; Sarin, P.S.; Gelmann, E.P.; Robert-Guroff, M.; Richardson, E.; Kalyanaraman, V.S.; Mann, D.; Sidhu, G.D.; Stahl, R.E.;

Zolla-Pazner, S.; et al. Isolation of Human T-Cell Leukemia Virus in Acquired Immune Deficiency Syndrome (AIDS). Science 1983,
220, 865–867. [CrossRef] [PubMed]

206. Coffin, J.; Haase, A.; Levy, J.A.; Montagnier, L.; Oroszlan, S.; Teich, N.; Temin, H.; Toyoshima, K.; Varmus, H.; Vogt, P. What to call
the AIDS virus? Nature 1986, 321, 10. [CrossRef] [PubMed]

207. Barré-Sinoussi, F.; Chermann, J.C.; Rey, F.; Nugeyre, M.T.; Chamaret, S.; Gruest, J.; Dauguet, C.; Axler-Blin, C.; Vézinet-Brun, F.;
Rouzioux, C.; et al. Isolation of a T-lymphotropic retrovirus from a patient at risk for acquired immune deficiency syndrome
(AIDS). Rev. Investig. Clín. Organo Hosp. Enfermedades Nutr. 1983, 56, 126–129. [CrossRef] [PubMed]

208. Prevention CfDCa. HIV Surveillance Report, 2018 (Preliminary). Volume 30. Available online: http://www.cdc.gov/hiv/library/
reports/hiv-surveillance.html (accessed on 27 February 2023).

209. Gao, F.; Bailes, E.; Robertson, D.L.; Chen, Y.; Rodenburg, C.M.; Michael, S.F.; Cummins, L.B.; Arthur, L.O.; Peeters, M.; Shaw,
G.M.; et al. Origin of HIV-1 in the chimpanzee Pan troglodytes troglodytes. Nature 1999, 397, 436–441. [CrossRef] [PubMed]

210. Korber, B.; Muldoon, M.; Theiler, J.; Gao, F.; Gupta, R.; Lapedes, A.; Hahn, B.H.; Wolinsky, S.; Bhattacharya, T. Timing the Ancestor
of the HIV-1 Pandemic Strains. Science 2000, 288, 1789. [CrossRef]

211. Deeks, S.G.; Overbaugh, J.; Phillips, A.; Buchbinder, S. HIV infection. Nat. Rev. Dis. Primers 2015, 1, 15035. [CrossRef]
212. Perrone, R.; Nadai, M.; Frasson, I.; Poe, J.A.; Butovskaya, E.; Smithgall, T.E.; Palumbo, M.; Palù, G.; Richter, S.N. A dynamic

G-quadruplex region regulates the HIV-1 long terminal repeat promoter. J. Med. Chem. 2013, 56, 6521–6530. [CrossRef]
213. Perrone, R.; Nadai, M.; Poe, J.A.; Frasson, I.; Palumbo, M.; Palù, G.; Smithgall, T.E.; Richter, S.N. Formation of a unique cluster of

G-quadruplex structures in the HIV-1 Nef coding region: Implications for antiviral activity. PLoS ONE 2013, 8, e73121. [CrossRef]
214. Quiñones-Mateu, M.E.; Mas, A.; Lain de Lera, T.; Soriano, V.; Alcamí, J.; Lederman, M.M.; Domingo, E. LTR and tat variability of

HIV-1 isolates from patients with divergent rates of disease progression. Virus Res. 1998, 57, 11–20. [CrossRef] [PubMed]
215. Nonnemacher, M.R.; Irish, B.P.; Liu, Y.; Mauger, D.; Wigdahl, B. Specific sequence configurations of HIV-1 LTR G/C box array

result in altered recruitment of Sp isoforms and correlate with disease progression. J. Neuroimmunol. 2004, 157, 39–47. [CrossRef]
[PubMed]

216. Sundquist, W.I.; Heaphy, S. Evidence for interstrand quadruplex formation in the dimerization of human immunodeficiency
virus 1 genomic RNA. Proc. Natl. Acad. Sci. USA 1993, 90, 3393–3397. [CrossRef] [PubMed]

217. Piekna-Przybylska, D.; Sharma, G.; Bambara, R.A. Mechanism of HIV-1 RNA dimerization in the central region of the genome
and significance for viral evolution. J. Biol. Chem. 2013, 288, 24140–24150. [CrossRef] [PubMed]

218. Shen, W.; Gao, L.; Balakrishnan, M.; Bambara, R.A. A recombination hot spot in HIV-1 contains guanosine runs that can form a
G-quartet structure and promote strand transfer in vitro. J. Biol. Chem. 2009, 284, 33883–33893. [CrossRef] [PubMed]

https://doi.org/10.3390/v12101072
https://www.ncbi.nlm.nih.gov/pubmed/32987952
https://doi.org/10.1006/bbrc.2000.2479
https://doi.org/10.1016/j.antiviral.2012.11.007
https://www.ncbi.nlm.nih.gov/pubmed/23201316
https://doi.org/10.1007/s12013-008-9038-z
https://www.ncbi.nlm.nih.gov/pubmed/19048412
https://doi.org/10.1021/bi701747d
https://www.ncbi.nlm.nih.gov/pubmed/18205402
https://doi.org/10.3748/wjg.v20.i18.5427
https://www.ncbi.nlm.nih.gov/pubmed/24833873
https://doi.org/10.1093/nar/gkx823
https://www.ncbi.nlm.nih.gov/pubmed/28981800
https://doi.org/10.1016/j.jbc.2021.100589
https://www.ncbi.nlm.nih.gov/pubmed/33774051
https://doi.org/10.1038/s41598-021-02689-y
https://www.ncbi.nlm.nih.gov/pubmed/34853392
https://doi.org/10.1016/S0140-6736(22)01437-4
https://doi.org/10.1002/jmv.28299
https://doi.org/10.1038/nrmicro2692
https://doi.org/10.1371/journal.ppat.1001005
https://www.ncbi.nlm.nih.gov/pubmed/20661479
https://doi.org/10.4161/rna.8.2.15013
https://www.ncbi.nlm.nih.gov/pubmed/21593585
https://doi.org/10.1126/science.6601823
https://www.ncbi.nlm.nih.gov/pubmed/6601823
https://doi.org/10.1038/321010a0
https://www.ncbi.nlm.nih.gov/pubmed/3010128
https://doi.org/10.1126/science.6189183
https://www.ncbi.nlm.nih.gov/pubmed/6189183
http://www.cdc.gov/hiv/library/reports/hiv-surveillance.html
http://www.cdc.gov/hiv/library/reports/hiv-surveillance.html
https://doi.org/10.1038/17130
https://www.ncbi.nlm.nih.gov/pubmed/9989410
https://doi.org/10.1126/science.288.5472.1789
https://doi.org/10.1038/nrdp.2015.35
https://doi.org/10.1021/jm400914r
https://doi.org/10.1371/journal.pone.0073121
https://doi.org/10.1016/S0168-1702(98)00082-3
https://www.ncbi.nlm.nih.gov/pubmed/9833881
https://doi.org/10.1016/j.jneuroim.2004.08.021
https://www.ncbi.nlm.nih.gov/pubmed/15579278
https://doi.org/10.1073/pnas.90.8.3393
https://www.ncbi.nlm.nih.gov/pubmed/8475087
https://doi.org/10.1074/jbc.M113.477265
https://www.ncbi.nlm.nih.gov/pubmed/23839990
https://doi.org/10.1074/jbc.M109.055368
https://www.ncbi.nlm.nih.gov/pubmed/19822521


Pathogens 2024, 13, 60 29 of 30

219. Miller, M.D.; Warmerdam, M.T.; Gaston, I.; Greene, W.C.; Feinberg, M.B. The human immunodeficiency virus-1 nef gene product:
A positive factor for viral infection and replication in primary lymphocytes and macrophages. J. Exp. Med. 1994, 179, 101–113.
[CrossRef] [PubMed]

220. Manzourolajdad, A.; Gonzalez, M.; Spouge, J.L. Changes in the Plasticity of HIV-1 Nef RNA during the Evolution of the North
American Epidemic. PLoS ONE 2016, 11, e0163688. [CrossRef]

221. Khullar, V.; Firpi, R.J. Hepatitis C cirrhosis: New perspectives for diagnosis and treatment. World J. Hepatol. 2015, 7, 1843–1855.
[CrossRef]

222. Vassilaki, N.; Friebe, P.; Meuleman, P.; Kallis, S.; Kaul, A.; Paranhos-Baccalà, G.; Leroux-Roels, G.; Mavromara, P.; Bartenschlager,
R. Role of the hepatitis C virus core+1 open reading frame and core cis-acting RNA elements in viral RNA translation and
replication. J. Virol. 2008, 82, 11503–11515. [CrossRef]

223. Moradpour, D.; Penin, F.; Rice, C.M. Replication of hepatitis C virus. Nat. Rev. Microbiol. 2007, 5, 453–463. [CrossRef]
224. Jaubert, C.; Bedrat, A.; Bartolucci, L.; Di Primo, C.; Ventura, M.; Mergny, J.L.; Amrane, S.; Andreola, M.L. RNA synthesis is

modulated by G-quadruplex formation in Hepatitis C virus negative RNA strand. Sci. Rep. 2018, 8, 8120. [CrossRef] [PubMed]
225. Pirakitikulr, N.; Kohlway, A.; Lindenbach, B.D.; Pyle, A.M. The Coding Region of the HCV Genome Contains a Network of

Regulatory RNA Structures. Mol. Cell. 2016, 62, 111–120. [CrossRef] [PubMed]
226. Wang, S.R.; Min, Y.Q.; Wang, J.Q.; Liu, C.X.; Fu, B.S.; Wu, F.; Wu, L.Y.; Qiao, Z.X.; Song, Y.Y.; Xu, G.H.; et al. A highly conserved

G-rich consensus sequence in hepatitis C virus core gene represents a new anti-hepatitis C target. Sci. Adv. 2016, 2, e1501535.
[CrossRef] [PubMed]

227. Bian, W.X.; Xie, Y.; Wang, X.N.; Xu, G.H.; Fu, B.S.; Li, S.; Long, G.; Zhou, X.; Zhang, X.L. Binding of cellular nucleolin with the
viral core RNA G-quadruplex structure suppresses HCV replication. Nucleic Acids Res. 2019, 47, 56–68. [CrossRef] [PubMed]

228. Belachew, B.; Gao, J.; Byrd, A.K.; Raney, K.D. Hepatitis C virus nonstructural protein NS3 unfolds viral G-quadruplex RNA
structures. J. Biol. Chem. 2022, 298, 102486. [CrossRef] [PubMed]

229. Noorbakhsh, F.; Abdolmohammadi, K.; Fatahi, Y.; Dalili, H.; Rasoolinejad, M.; Rezaei, F.; Salehi-Vaziri, M.; Shafiei-Jandaghi, N.Z.;
Gooshki, E.S.; Zaim, M.; et al. Zika Virus Infection, Basic and Clinical Aspects: A Review Article. Iran J. Public Health 2019, 48,
20–31. [CrossRef] [PubMed]

230. Fleming, A.M.; Ding, Y.; Alenko, A.; Burrows, C.J. Zika Virus Genomic RNA Possesses Conserved G-Quadruplexes Characteristic
of the Flaviviridae Family. ACS Infect. Dis. 2016, 2, 674–681. [CrossRef]

231. Majee, P.; Pattnaik, A.; Sahoo, B.R.; Shankar, U.; Pattnaik, A.K.; Kumar, A.; Nayak, D. Inhibition of Zika virus replication by
G-quadruplex-binding ligands. Mol. Ther. Nucleic Acids 2021, 23, 691–701. [CrossRef]

232. Krammer, F. The human antibody response to influenza A virus infection and vaccination. Nat. Rev. Immunol. 2019, 19, 383–397.
[CrossRef]

233. Te Velthuis, A.J.; Fodor, E. Influenza virus RNA polymerase: Insights into the mechanisms of viral RNA synthesis. Nat. Rev.
Microbiol. 2016, 14, 479–493. [CrossRef]

234. Szabo, R.; Bugge, T.H. Type II transmembrane serine proteases in development and disease. Int. J. Biochem. Cell Biol. 2008, 40,
1297–1316. [CrossRef] [PubMed]

235. Böttcher-Friebertshäuser, E.; Klenk, H.D.; Garten, W. Activation of influenza viruses by proteases from host cells and bacteria in
the human airway epithelium. Pathog. Dis. 2013, 69, 87–100. [CrossRef] [PubMed]

236. Shen, L.W.; Mao, H.J.; Wu, Y.L.; Tanaka, Y.; Zhang, W. TMPRSS2: A potential target for treatment of influenza virus and
coronavirus infections. Biochimie 2017, 142, 1–10. [CrossRef] [PubMed]

237. Shen, L.W.; Qian, M.Q.; Yu, K.; Narva, S.; Yu, F.; Wu, Y.L.; Zhang, W. Inhibition of Influenza A virus propagation by benzoselenox-
anthenes stabilizing TMPRSS2 Gene G-quadruplex and hence down-regulating TMPRSS2 expression. Sci. Rep. 2020, 10, 7635.
[CrossRef] [PubMed]
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