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Abstract: Vectors developed from adeno-associated virus (AAV) are powerful tools for in vivo
transgene delivery in both humans and animal models, and several AAV-delivered gene therapies
are currently approved for clinical use. However, AAV-mediated gene therapy still faces several
challenges, including limited vector packaging capacity and the need for a safe, effective method
for controlling transgene expression during and after delivery. Riboswitches, RNA elements which
control gene expression in response to ligand binding, are attractive candidates for regulating
expression of AAV-delivered transgene therapeutics because of their small genomic footprints and
non-immunogenicity compared to protein-based expression control systems. In addition, the ligand-
sensing aptamer domains of many riboswitches can be exchanged in a modular fashion to allow
regulation by a variety of small molecules, proteins, and oligonucleotides. Riboswitches have been
used to regulate AAV-delivered transgene therapeutics in animal models, and recently developed
screening and selection methods allow rapid isolation of riboswitches with novel ligands and
improved performance in mammalian cells. This review discusses the advantages of riboswitches in
the context of AAV-delivered gene therapy, the subsets of riboswitch mechanisms which have been
shown to function in human cells and animal models, recent progress in riboswitch isolation and
optimization, and several examples of AAV-delivered therapeutic systems which might be improved
by riboswitch regulation.

Keywords: adeno-associated virus; gene therapy; transgene; aptamer; riboswitch; ribozyme;
aptazyme; gene expression control; gene regulation

1. Introduction

One of the major barriers to human gene therapy is safe, efficient delivery of genetic
material and/or editing complexes to specific tissues or cell types. Lipid nanoparticles
(LNPs) are immunogenic, provide only transient expression, and can be effectively ad-
ministered through intramuscular injection, making them ideal vectors for transgene
therapeutics such as mRNA vaccines [1]. However, for therapies which require systemic
administration, tissue targeting, and/or long-term expression to improve efficacy or reduce
toxicity, adeno-associated virus (AAV) vectors are preferred [2]. AAV is a small, replication-
deficient parvovirus first identified as a contaminant in adenovirus cultures in 1965 [3].
AAV is much less immunogenic than other viruses, and vectors can be engineered both to
promote and to suppress integration into the host genome [4–6]. AAV serotypes exhibit
various tissue tropisms [7], and new capsid variants can be designed or selected for even
greater cell type specificity [8,9]. AAV possesses a ssDNA genome which must normally be
converted to dsDNA for efficient nuclear localization and gene expression, but engineered
self-complementary AAV (scAAV) genomes bypass the need for second-strand synthesis
and exhibit extremely efficient transduction [10]. Furthermore transduction-competent
virions can be generated even after 96% of the native genome has been replaced, leaving
room for a transgene expression cassette. This also leaves only short inverted terminal
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repeats (ITRs) necessary for packaging and nuclear localization, rendering the virus com-
pletely replication deficient and severely limiting integration into the host genome [5].
Regardless of these advantages, the small size of the AAV genome can present a challenge:
AAV vectors can only package and deliver transgenes up to 4.7 kb in size, while this is
reduced to 2.4 kb in scAAV [11]. Strategies have been developed for delivery of large
transgenes, but the simplest method is to minimize accessory elements such as promoters
to maximize “headspace” for transgene insertion [12,13]. Following nuclear translocation,
ITR-mediated concatemerization of AAV genomes can produce circular episomes which
provide long-term transgene expression even in the absence of integration [14]. These
properties combine to make AAV an excellent tool for enabling specific, long-term trans-
gene expression, and several AAV-based gene therapies are currently approved for use in
Europe and the United States [15].

A second barrier to human gene therapy is ensuring appropriate levels of transgene
expression. Tissue-tropic AAV and cell type-specific promoters or miRNA target sites can
help to prevent off-target expression, but regulation is still required to achieve therapeutic
levels of, or to avoid deleterious immune responses to, the transgene product. There
are several systems which enable exogenous control of gene expression: these include
the Tet-On and Tet-Off systems which enable strong induction or inhibition of transgene
expression in response to the small-molecule drug doxycycline, optogenetics approaches
which allow highly specific spatial and temporal control of transgene expression using
light, and even systems which control transgene expression using sound [16–20]. Several
of these systems have been used to regulate therapeutic transgenes in animal models, but
they rely upon expression of non-mammalian proteins to function; in addition to being
immunogenic, inclusion of the genes coding for regulatory proteins also occupies precious
space in the AAV genome. In addition to controlling dosing, suppression of transgene
expression can also improve yields during AAV vector production [21] and could help
to prevent anti-transgene immune responses during heightened immune surveillance
following AAV administration [22].

Riboswitches are structured nucleic acids which regulate gene expression in response
to ligand binding. Riboswitches are small (often < 100 nt), can function independently of
proteins, and are non-immunogenic, therefore occupying less vector headspace and pre-
senting less risk in therapeutic applications [23]. Riboswitches consist of a ligand-sensing
aptamer domain joined to an expression platform which regulates gene expression in re-
sponse to aptamer binding. Aptamers were first reported in 1990, when RNA aptamers to
protein and small-molecule targets were isolated through in vitro selection method known
as systematic evolution of ligands by exponential enrichment (SELEX) [24,25]. Meanwhile,
the 1989 Nobel prize was awarded to Thomas Cech for the discovery of ribozymes (cat-
alytic RNAs), and high-specificity, high-affinity ligand binding by RNA was proposed as a
possible mechanism of allostery in the “RNA world” hypothesis [26–28]. In 1997 Tang and
Breaker united these RNA devices in a synthetic riboswitch in which an in vitro selected,
ATP-binding aptamer was combined with a self-cleaving hammerhead ribozyme expres-
sion platform to allow ligand-regulated control of RNA stability in vitro [29]. The in vitro
selected theophylline, tetracycline, and guanine aptamers have also been incorporated into
a variety of rationally-designed riboswitches [30]. Natural riboswitches were first reported
in 2002, when the Breaker group identified several RNA motifs which regulated bacterial
gene expression in response to binding by small molecule metabolites [31–33]. The vast
majority of natural riboswitches occur in bacteria, with only a limited number of thiamine
pyrophosphate (TPP) riboswitches occurring in eukaryotes such as plants and fungi along
with possible examples in viruses [34–36]. To date, no riboswitches have been identified
in mammals, although protein-directed RNA switches serve similar functions [37]. Over
40 classes of bacterial riboswitch have been discovered, and high-throughput sequencing
and analysis pipelines have been developed to speed their discovery [38]. Meanwhile,
techniques have been designed for automated design of riboswitches [39], as well as for
riboswitch selection in vitro [40–42], in bacteria [43–47], and in yeast [48].



Pharmaceuticals 2021, 14, 554 3 of 29

Several riboswitches have been shown to regulate gene expression in mammalian
cells, although improving their performance in vivo presents a continuing challenge. Ri-
boswitches operating in mammalian cells have been recently reviewed by Yokobayashi, but
many exciting new advances in therapeutic riboswitch development have occurred in the
intervening three years [23]. This review presents the mechanisms of several riboswitches
with therapeutic potential, their performance in mammalian cells and animal models,
and recent progress in improving their regulatory properties and developing methods
for riboswitch screens and selections. Several recent publications have also presented
methods for screening and selecting novel riboswitches specifically for function in human
cells, representing significant progress in the identification of new therapeutic transgene
regulators. Finally, several potential therapeutic applications of riboswitches are discussed.

2. Riboswitch Regulation of Transgene Expression in Mammals

Riboswitch regulatory or dynamic ranges are determined by the difference in ex-
pression between the ligand unbound state (basal expression) and the ligand bound state
(induced/suppressed expression). Success as a regulator thus depends not only on the
regulatory range, but also on whether expression levels in these two states are appropriate
for the intended application. Riboswitches can be tuned or selected for improved func-
tion in one or more cell types, and components can frequently be exchanged to generate
novel riboswitches which function in bacterial systems [49–53]. However, both natural
and synthetic riboswitches often perform poorly in eukaryotic (particularly mammalian)
cells [54]. The bacterial cytosol and most in vitro aptamer selection environments contain
higher concentrations of Mg2+ (an essential ion for RNA folding) compared to human
cells, while in vitro selection conditions also struggle to simulate cellular processes such
as ion chelation and molecular crowding [55–57]. Eukaryotes also possess distinct sets
of polymerases, RNA modifying enzymes, RNA-binding proteins, folding chaperones,
and nucleases [58–60]; some riboswitches incorporate aptamers which can fold and bind
ligands in eukaryotic cells, but use expression platforms based on prokaryote-specific mech-
anisms such as rho-independent transcription termination [53,61–63]. Even for switches
which do function in eukaryotes, expression control in mammalian cells can be particularly
challenging. For example, placement of aptamers in the 5′ UTR of an mRNA enables
efficient ligand-induced translational repression in multiple eukaryotic species, but is much
less effective in mammals. Despite these challenges, several riboswitches have been shown
to function in mammalian cells [23]. The ligands, regulatory ranges and mechanisms of
these switches are discussed below and are summarized in Table 1.

2.1. Riboswitches Regulating mRNA Processing

Many bacterial riboswitches operate at the transcriptional level, but differences in
transcription mechanisms and greater compartmentalization of transcription and transla-
tion present unique challenges in eukaryotic systems [64]. Common bacterial riboswitch
mechanisms such as rho-independent termination are ineffective in eukaryotes, although
components of bacterial riboswitches have been adapted for use in mammalian cells [65].
Several groups have developed riboswitches which regulate eukaryote-specific steps in
mRNA processing (Figure 1). A notable example is provided in a recent publication by
Spöring et al., who reported 5.2-fold suppression of reporter gene expression in human
cells mediated by ligand-induced sequestration of the eukaryotic polyadenylation signal
(Figure 1a) [66]. This switch was combined synergistically with other regulators such as
miRNAs or aptazyme riboswitches to achieve higher regulatory ranges. Addition of a self-
cleaving riboswitch produced guanine-mediated, 24-fold suppression of gene expression in
human cells, compared to 9.8-fold suppression for the self-cleaving switch alone. However,
the majority of switches which control mRNA processing in eukaryotes, including natural
TPP riboswitches in plants and fungi, target mRNA splicing [67].
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Figure 1. Riboswitch Regulation of mRNA Processing in Mammalian Cells. (a) Regulation of polyadenylation. In the
absence of ligand, the polyadenylation site (PAS, orange) is bound by the polyadenylation complex (orange), which removes
a downstream miRNA target site (miR-T, red) and adds a poly-A tail to enable expression. Ligand binding (purple) to
an aptamer domain (blue) sequesters the PAS, blocking processing and promoting mRNA degradation by exonucleases
and miRNA-induced silencing [66]. (b) Regulation of splicing by ligand-induced exon skipping. In the absence of ligand
binding, an exon with a premature stop codon is spliced into the mRNA, preventing gene expression. Ligand binding
sequesters spliceosome recognition elements such as the 3′ acceptor site (3′ SS, orange), promoting exon skipping and
expression of a full-length, functional protein [68–71].

Eukaryotic TPP riboswitches inspired multiple groups to design synthetic riboswitches
which used in vitro selected aptamers to regulate pre-mRNA splicing (Figure 1b). Kim et al.
used the theophylline aptamer to control accessibility of 3′ splice sites and branchpoints,
with both types of switch demonstrating control over splicing in HeLa nuclear extracts
and branchpoint switches enabling a modest (~2-fold) increase in exon skipping in HeLa
cells [68]. Weigand and Suess used the tetracycline aptamer to control accessibility of the 5′

splice site, achieving 32-fold suppression of reporter gene expression in live yeast treated
with 250 µM tetracycline [69]. In 2018 Vogel et al. combined elements of both approaches
to control 3′ splice site accessibility in HeLa cells using the tetracycline aptamer [70].
The authors demonstrated 5.7-fold induction of reporter gene expression in response
to tetracycline when aptamer binding promoted skipping of a short exon containing a
premature stop codon; combining this switch with a tetracycline-suppressible self-cleaving
ribozyme in the 3′ UTR increased this to 7-fold induction. The authors also used this
system to regulate CD20 expression, demonstrating tetracycline-regulated cell killing by
a therapeutic antibody. A recent report by Finke et al. describes similar on-switches in
which the tetracycline aptamer controls 5′ splice site accessibility and provides 16.9-fold
induction of transgene expression in HeLa cells and over 20-fold induction in C. elegans [71].
In addition to possessing a higher regulatory range, these switches can also be engineered
to place a premature stop codon within the tetracycline aptamer itself, obviating the need
for an additional alternative exon sequence and producing a smaller (~60 nt) switch more
suitable for use in AAV.

Protein-binding aptamers have also been used to regulate splicing events. Culler
et al. used aptamers to endogenous proteins such as NF-κB p50 and β-catenin to enable
regulation of alternative splicing in response to cellular signaling events [72]. Switches
based on this mechanism promoted 2-4-fold suppression of gene expression in response
to signaling molecules such as TNF-α or LTD4. The bacterial TetR protein has also been
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adapted for use in splicing regulation, with TetR aptamers providing tetracycline-mediated
control over splice site accessibility and allowing regulation of gene expression in human
cells [73]. As with other non-self protein-mediated expression control systems however,
TetR immunogenicity and the size of its expression cassette may limit use in AAV. Even
so, the recent use of this system by Mol et al. to control inclusion of an alternative exon
with a nuclear localization sequence instead of a premature stop codon points toward
a wider array of applications for riboswitches which mediate splicing [74]; combining
riboswitches with orthogonal ligands could be used to control both expression and function
of transgene products.

Riboswitches have also been used to control non-canonical splicing mechanisms in
mammalian cells. In 2014, Kim et al. reported allosteric control of trans-splicing ribozymes
which could regulate both endogenous and transgene expression [75]. The authors had
previously adapted the Tetrahymena group I intron to splice exogenous 3′ sequences into
pathogenic mRNAs in human cells and mouse cancer models [76,77]. Replacement of
multiple stem-loops with theophylline aptamers yielded ribozymes which were activated
by theophylline binding, and inclusion of a short complimentary sequence targeted these
constructs to mRNAs encoding an oncogene. Addition of theophylline promoted group
I intron-mediated exchange of the oncogene-coding region for a transgene enhancing
ganciclovir-mediated cytotoxicity, enabling inducible cell killing specifically in cells ex-
pressing the oncogene. The ability of a single, relatively compact switch to regulate both
transgene and endogenous gene expression makes this mechanism an attractive candidate
for use in multifunctional AAV therapeutics.

2.2. Riboswitches Controlling Translation Initiation

As noted above, switches which block initiation by placing aptamers in the 5′ UTR
of an mRNA face unique challenges in eukaryotic, and particularly mammalian cells.
For example, Ogawa notes that initiation involves ribosome loading onto the internal
Shine–Dalgarno sequence in prokaryotes but onto the 5′ terminus in eukaryotes, limiting
options for aptamer placement and complicating on-switch development [78]. However,
several switches have been developed which function in mammals using this “roadblock”
mechanism (Figure 2a). In 1998, Werstuck et al. reported 10-fold suppression of reporter
gene expression in CHO cells by placing an aptamer sequence in the 5′ UTR of an mRNA;
however, these regulatory ranges were achieved by treating cells with millimolar concen-
trations of Hoechst dye derivatives chosen for cell permeability [79]. Switches regulated
by well-tolerated, FDA-approved therapeutics such as theophylline and tetracycline have
enabled expression control in yeast, wheat germ extract, and X. laevi oocytes through
disruption of scanning by the 40S ribosomal subunit, but these were either not tested in
mammalian cells or showed reduced performance in mammalian cells and lysates [80–82].
Differences in position-dependent effects of structured RNAs in the 5′ UTR, differences in
5′ cap recognition, and/or the greater ability of mammalian 40S subunits to scan through
structured RNA have all been suggested as possible explanations [54,80,83,84].

These obstacles remain relevant even with significant advances in riboswitch screening
and selection technology. In 2018, Groher et al. used conventional SELEX to isolate
aptamers to ciprofloxacin (CFX), inserted them into the 5′ UTR of a constitutively-expressed
GFP gene in yeast using homologous recombination, and screened thousands of constructs
for in vivo riboswitch activity [85]. This selection and screening method rapidly isolated
novel CFX aptamers and riboswitches which could suppress gene expression 7.5-fold
in yeast; however, when transferred to HeLa cells, the same switches only achieved 1.8-
fold regulation in response to 250 µM CFX despite the aptamer forming a large (<100 nt)
pseudoknot structure. This poor performance compared to the Hoechst dye aptamer
switch is interesting; the CFX aptamer is approximately 30 nt longer than the Hoechst
dye aptamer, but binds a smaller ligand and assumes a pseudoknot rather than a hairpin
structure. Cell permeability of these ligands may also help to explain these results. A follow-
up publication used a similar selection-and-screening strategy to identify paromomycin-
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mediated switches, replacing conventional SELEX with capture-SELEX to favor enrichment
of aptamers with riboswitching capability [86]. The enriched aptamers provide 8.5-fold
regulation in yeast, but the authors do not report results for mammalian cells. Goldfless
et al. also used a combination of selection and rational design to develop aptamers which
provided tetracycline-mediated induction of initiation when localized to the 5′ UTR in
yeast [87]. However, this was achieved by using aptamers which bound TetR in the absence
of tetracycline. While protein binding may provide an excellent roadblock, the need for
coexpression of an immunogenic protein makes these switches poorly suited for use in
AAV-mediated therapies.

The roadblock mechanism can also be implemented by small molecule-regulated,
5′-UTR-complementary oligonucleotides. Oligonucleotides complementary to the 5′ UTR
provide both a bulky ligand and a base paired structure as obstacles to initiation without
the need for exogenous protein expression, and several groups have used aptamers to
control annealing of such trans-acting regulatory RNAs. In 2005, Bayer and Smolke
designed regulator RNAs in which binding-induced strand exchange exposed a sequestered
sequence complementary to the 5′ UTR and start codon of an mRNA [88]. These so-
called “antiswitches” functioned in yeast but were ineffective in mammals. More recently,
Liu et al. reported a successful application of this strategy in human cells [89]. Rather
than using aptamers to control hybridization of regulator RNAs, the authors designed
short RNAs which hybridize constitutively to sequences in the 5′ UTR or protein-coding
region of a reporter transgene. Hybridization alone does not inhibit expression, reflecting
the high bar for physical obstruction of the mammalian ribosome. However, attachment
of two aptamers to the complementary oligonucleotide enabled approximately 10-fold
suppression of transgene expression in HEK293 cells by tetracycline or theophylline. These
switches were most effective when targeted to the 5′ UTR and a single aptamer provided
only weak regulation while three aptamers did not significantly improve regulatory range,
shedding light on the requirements of the “roadblock” mechanism in mammals. The
authors also illustrate 15-fold activation of gene expression when small molecule-binding
aptamers are replaced by aptamers to the initiation factor eIF4G [90]. These latter constructs
are not riboswitches per se, but incorporation of small molecule-binding aptamers which
regulate eIF4G aptamer binding might yield ligand-regulated on-switches. The small size
and modular design of these switches with respect to both target gene and ligand make
them attractive targets for use with AAV vectors.

2.3. Riboswitches Controlling Alternative Initiation Mechanisms

Several groups have also developed switches for regulating alternative initiation mech-
anisms in eukaryotes. In 2011, Ogawa used rational design to generate switches in which
aptamers to theophylline, tetracycline, flavin mononucleotide, and sulforhodamine B were
all able to regulate internal ribosome entry site (IRES)-mediated transgene expression [78].
The author demonstrated that inclusion of an anti-IRES (aIRES) sequence could disrupt
IRES folding and suppress translation, while a complementary anti-anti-IRES (aaIRES)
sequence could sequester the aIRES and restore translation. Placement of aptamers adja-
cent to the aaIRES and a modulator sequence allowed ligand-dependent aaIRES exposure
through a strand exchange mechanism, promoting sequestration of aIRES and thus proper
IRES folding and initiation. This system enabled over 30-fold induction of eukaryotic
gene expression. These constructs were later adapted into IRES-mediated off-switches [91],
including off-switches in which IRES stem formation was controlled directly by aptamer
binding rather than by binding-induced strand exchange with aIRES or aaIRES [92]. A
2020 follow-up publication reported several similar switches which were isolated using
a strategy similar to that used to select paromomycin aptamers [86,93]. The authors first
isolated aptamers to a 6 nt, single-stranded “nano-DNA” (nDNA) using a SELEX method
designed to mimic the target environment and to promote stem formation upon ligand
binding, integrated these aptamers into aIRES/aaIRES-containing switches, and achieved
25-fold activation of gene expression in response to micromolar concentrations of nDNA.
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Unfortunately all results for these constructs were generated in cell-free translation system
using wheat germ extract, making their functionality in human cells an open question. In
this vein, Ogawa et al. also report aptamer-mediated regulation of 3′ cap-independent
translation elements which mediate alternative initiation mechanisms in plant viruses
but are unsuitable for use in mammals [94]. However, IRES-mediated initiation is em-
ployed both by human-tropic viruses and human cells, suggesting that this strategy may
be transferable [95]. IRES sequences have been used to promote expression in multiple
AAV-delivered therapeutic systems, particularly those requiring multicistronic expression,
making them an attractive regulatory target [96].

In addition to targeting alternative mechanisms of ribosome recruitment, Ogawa
also reported riboswitch-mediated control of ribosomal shunting in a cell-free eukaryotic
translation system [97,98]. Insertion of a split aptamer between a short upstream open
reading frame (uORF) and a target downstream ORF (dORF) abolished reporter gene
expression from the dORF. Aptamer binding promoted stem formation, allowing ribo-
somal shunting across the intervening aptamer and promoting dORF translation. Both
the aptamer and uORF components are small and ribosome shunting is employed by
viruses and human cells in several contexts including mediation of IRES activity, suggest-
ing that this mechanism might be also be adapted for use in AAV-delivered transgene
regulation [99,100].

2.4. Programmed Ribosomal Frameshifting Switches

-1 programmed ribosomal frameshifting (-1 PRF) describes a process in which the
reading frame of an elongating ribosome is shifted 1 nt in the 5′ direction of an mRNA
template [101]. Frameshifting occurs as the ribosome passes a UA-rich “slippery sequence”
upstream of a stimulator structure, typically a pseudoknot. PRF enables a single locus to
generate protein isoforms with different C-terminal sequences by encoding in multiple
frames, but without bulky sequence elements such as introns or alternative exons. PRF is
thus common in viruses, where genome space is at a premium, but also plays a role in both
normal and disease-associated gene expression in humans [102]. In addition to promoting
expression of alternative protein isoforms, -1 PRF can also mediate suppression of gene
expression by shifting ribosomes into a frame with a premature stop codon [103].

Several groups have achieved small molecule-regulated -1 PRF by controlling stim-
ulator formation using aptamers (Figure 2b). Chou et al. demonstrated that the hTPK
pseudoknot found in human telomerase RNA could replace pseudoknot structures in-
volved in -1 PRF, and that hTPK bore structural similarities to pseudoknot structures found
in multiple bacterial riboswitches [104,105]. Replacement of an endogenous pseudoknot
with a S-adenosylhomocysteine (SAH)-binding pseudoknot aptamer allowed 10-fold in-
duction of -1 PRF in vitro, with further improvements made by RNA engineering and the
clever use of adenosine-2′,3′-dialdehyde to inhibit SAH hydrolase [105]. Yu et al. pursued
a similar strategy using pseudoknot-containing aptamers from several bacterial preQ1
riboswitches; a stabilized version of the F. nucleatum preQ1 aptamer could stimulate up to
40% of ribosomes to undergo -1 PRF in response to micromolar quantities of preQ1 [106].
Both of these systems were functional in reticulocyte lysates, pointing toward possible use
in mammalian cells; however, only Chou et al. performed testing in human cells, where
regulatory ranges were modest due in part to low cellular permeability to SAH.

Mechanistic studies of -1 PRF have shown that a 3′ hairpin (rather than pseudo-
knot) structure can also be used to regulate -1 PRF [107]. Noting a paucity of suitable
pseudoknot-forming aptamers as well as regulation of terminator hairpin formation in
bacterial riboswitches, Hsu et al. used both protein and theophylline aptamer-stabilized
hairpins to regulate -1 PRF in HEK293 cells [108]. In contrast to stimulator pseudoknots,
hairpin structures were placed upstream of the slippery sequence in these switches. Regu-
lation could be further enhanced by replacement of the stimulator with a 3′ SAH aptamer-
regulated pseudoknot: over 6-fold induction of -1 PRF was achieved in HEK293T cells using
this dual-regulatory system. A later publication by this group reported novel stimulator
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sequences in which the theophylline aptamer controlled formation of a pseudoknot from
SARS-CoV1 (SARS-PK) [109]. SARS-PK already serves as a stimulator of -1 PRF in mam-
malian cells during the course of SARS-CoV infection, making it a more relevant starting
point for switch development compared to pseudoknot aptamers derived from bacterial ri-
boswitches. The authors demonstrate synergy between these new theophylline-dependent
3′ stimulators with the previously-reported 5′ theophylline-dependent hairpin attenuators,
and note that both mechanisms can now be regulated by a single small molecule. However,
high (>100 µM) concentrations of theophylline are required due to lowered affinity after
integration of the aptamer into the SARS-PK, and regulatory ranges in both reticulocyte
lysates and HEK293 cells were lower than those obtained using their previously-developed
switch. Matsumoto et al. report a higher dynamic range for their system, which also
incorporates a -1 PRF system from a virus which infects mammals [110]. In contrast to the
previous groups, these authors used a rationally-designed small-molecule ligand NCT8,
which they had previously developed to mediate mismatch base pairing and loop-loop
interactions [111]. The resulting switches enabled up to 9.1-fold induction of -1 PRF in
HeLa cells; however, NCT8 is not approved for clinical use and lowered cell viability,
placing it at a disadvantage for therapeutic applications compared to other small-molecule
riboswitch regulators.

Figure 2. Riboswitches Regulating Translation Initiation and Elongation in Mammalian Cells. (a) Translation roadblock.
Binding of a ligand (magenta) stabilizes the structure of an aptamer (blue) in the 5′ UTR, inhibiting translation complex
assembly or procession [79,85,86]. This approach is less effective in mammalian cells than in bacteria or yeast, possibly
due to differences in ribosome binding or 40S ribosomal subunit scanning [54,80,83,84]. This mechanism can also be
mediated by ligand-responsive oligonucleotides binding in trans [89]. (b) Programmed -1 ribosomal frameshifting (-1 PRF).
In the absence of ligand binding, ribosomes proceed efficiently through -1 PRF sequences and synthesize functional,
in-frame protein products. Ligand binding stabilizes a structured RNA stimulator containing an aptamer (blue), causing
-1 ribosomal frameshifting on an upstream slippery sequence (orange) and promoting premature termination or expression
of a non-functional, -1 frameshifted protein [106,108–110].

2.5. RNA Interference-Based Riboswitches

RNA interference (RNAi) is widely used in the laboratory to control transgene ex-
pression, and 2018 saw the first approval of an RNAi-based therapeutic in the United
States [112,113]. RNAi involves hybridization of a short, complementary RNA or modi-
fied oligonucleotide to mRNA, triggering mRNA cleavage by the RNA-induced silencing
complex (RISC). Interfering RNAs can be exogenous (siRNA, shRNA) or endogenous
(miRNA), with miRNA processing requiring nuclear export and sequential cleavage by the
enzymes Drosha and Dicer. miRNA target sequences are approximately 22 nt and miRNA
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expression cassettes are quite short, making it possible to deliver both RNAi and transgene
expression cassettes in a single AAV; one recently published method for AAV delivery of
RNAi expression cassettes advised the use of non-functional “stuffer” sequences in order
to ensure that genomes could reach an adequate length for packaging into virions [114].
Aptamers may be used to regulate both the processing of engineered interfering RNAs
delivered alongside a therapeutic transgene, as well as the accessibility of tissue-specific
miRNA target sites, making RNAi-based riboswitches an attractive candidate for regulating
AAV-delivered transgenes (Figure 3).

Some riboswitches function in mammalian cells using RNAi-based mechanisms but
are not suitable for use with AAV vectors. Atanasov et al. replaced the terminal loop
of a miRNA with an aptamer to the bacterial tet repressor (TetR) protein to generate
tetracycline off-switches where binding of tetracycline to TetR prevents binding to the
aptamer, thus promoting tet-mediated miRNA processing and activity [115]. In addition
to displaying only 3-fold regulatory ranges these aptamers also require expression of the
TetR protein, limiting vector headspace and possibly stimulating immune responses to
TetR. Lin et al. developed a switch based on cell type-specific miRNA expression to enable
specific killing of hepatocellular carcinoma cells. However, its length (7.3 kb) precludes
use in AAV vectors [116]. A similar system developed by Matsuura et al. enabled more
complex regulation of transgene expression by multiple miRNAs, but was also too large for
AAV [117]. In addition to size constraints these latter two systems also require expression
of the bacterial L7Ae RNA-binding protein, contributing to their larger sizes and also a risk
of an immune response to the regulator protein. They also respond to miRNA rather than
small molecule ligands, limiting regulatory strategies.

Several groups have reported RNAi-based riboswitches more suitable for regulating
AAV-delivered transgenes. In 2006, An et al. reported a switch incorporating the theo-
phylline aptamer in the loop region of an shRNA, demonstrating theophylline-mediated
inhibition of miRNA processing and induction of reporter gene expression in HEK293
cells [118]. This strategy was further developed by Beisel et al., who used a thermodynamic
model to design shRNA processing switches in silico [119]. These switches incorporated a
competing strand to produce more significant structural rearrangements upon ligand bind-
ing and employed aptamers to tetracycline and hypoxanthine in addition to theophylline.
Subsequent work by this group relocated the aptamer to the basal region of a pri-miRNA
and inserted the resulting motifs into the 3′ UTR of a reporter transgene [120,121]. Addition
of the switch ligand thus prevented both mRNA cleavage and release of a cis-acting pre-
miRNA by Drosha without the need for a separate promoter for miRNA expression (Figure
3a). In contrast, Kumar et al. developed an RNAi-based off-switch using an allosteric
ribozyme in which theophylline binding promoted self-cleavage and release of a functional
pri-miRNA [122]. While all of these systems functioned in HEK293 cells, regulatory ranges
were modest (~3 to 5-fold induction or suppression of reporter gene expression in response
to 1.5–10 mM theophylline).

Despite limited dynamic ranges, a publication by Wong et al. demonstrates that
careful selection of regulatory targets can enable highly effective regulation of mammalian
cell behavior by RNAi-mediated riboswitches [123]. The authors modified the Beisel et al.
switch to incorporate an aptamer to the chemotherapy drug folinic acid and placed multiple
copies in the 3′ UTR of genes encoding cytokines, enabling up to 100-fold regulation of
human T cell proliferation. A recent publication by Pollak et al. also used this system
to regulate expression of cytochrome P450 1A2 (CYP1A2) in response to theophylline
in HEK293 cells, achieving 5.7-fold induction of CYP1A2 expression [124]. The authors
suggest that theophylline-induced expression of a detoxifying enzyme may be useful in
reducing theophylline toxicity during emergency asthma treatment.

In addition to regulation of miRNA or shRNA processing, riboswitches have also been
designed to use aptamer binding to control accessibility of a miRNA target site (Figure 3b).
Mou et al. used the tetracycline aptamer to control annealing of a short competing strand
to a miRNA target site, blocking miRNA targeting and enabling tetracycline-induced
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on-switch activity [125]. These switches showed up to 19-fold induction of gene expression,
outperforming switches regulating miRNA processing. When blocking accessibility of
endogenous miRNAs, the dynamic range of this system depended on miRNA expression
levels; these switches could also regulate transgene expression in response to miRNAs
delivered alongside the transgene in a single AAV vector. However, out of several candidate
aptamers, only the tetracycline aptamer was used successfully, suggesting that this system
may not possess the modularity observed in switches which regulate miRNA processing.
Nonetheless, it may be possible to achieve improved dynamic ranges in a combined system
in which tetracycline restricts Drosha cleavage and miRNA release from the 3′ UTR of a
target gene, as well as accessibility of a miRNA target site within that gene.

Figure 3. RNAi-Mediated Riboswitches in Mammalian Cells. (a) Regulation of miRNA processing.
Pri-miRNA hairpins (red) can be conjugated to aptamers (blue) without disrupting processing, but
ligand binding (magenta) occludes Drosha (orange). Insertion of these switches and an upstream
miRNA target site (miR-T, red) into the 3′ UTR of an mRNA results in mRNA degradation through
cleavage by Drosha, as well as silencing by the resulting miRNAs. Ligand binding blocks Drosha pro-
cessing, inhibiting both cleavage mechanisms and restoring gene expression [120,121]. (b) Regulation
of miRNA target site accessibility. Insertion of a tetracycline aptamer (blue) and short compet-
ing strand (orange) downstream of a miRNA target site (miR-T, red) allows tetracycline-mediated
annealing of the competing strand to block RNAi and induce gene expression [125].

2.6. Catalytic Riboswitches

Catalytic riboswitches comprise a rapidly-expanding set of riboswitches which most
commonly modulate RNA stability using ligand-responsive, self-cleaving ribozymes, al-
though ribozymes with other functions may also be used [23,75]. Self-cleaving ribozymes
can mediate ligand-dependent removal of translation-essential motifs such as the 5′ m7G
cap or poly-A tail while simultaneously exposing unprotected ends to exonuclease diges-
tion (Figure 4). Although self-cleaving ribozymes can operate in reverse to act as RNA
ligases, ribozymes have been optimized to retard the reverse reaction and cleavage can
provide more permanent suppression of translation compared to mechanisms which rely
on strand displacement or steric hindrance for sequestration of processing sites or blockage
of the translation machinery [126]. This is reflected in the high dynamic ranges achieved
by some aptazymes in mammalian cells (Table 1). Catalytic riboswitches can be classified
based on their ligands: aptazyme riboswitches use a ligand-sensing aptamer domain to con-
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trol ribozyme function, while other catalytic riboswitches employ RNA-binding proteins
or complementary oligonucleotides as regulator molecules.

Aptazyme riboswitches were first described in 1997 by Tang and Breaker, who joined
an ATP-binding aptamer to stem II of a self-cleaving hammerhead ribozyme using a short
communication module (CM) and demonstrated ligand-dependent cleavage in vitro [29].
Follow-up work showed that aptazymes responsive to other ligands could be isolated by
in vitro selection from libraries containing aptamers joined to the ribozyme by randomized
CMs [40], with in vitro selected aptazymes capable of controlling transgene expression in
bacteria and yeast [127,128]. In 2004, Winkler et al. reported a natural aptazyme switch
which mediated feedback inhibition of the glmS gene in B. subtilis [129]. As with other
types of bacterial or in vitro designed riboswitches, many of these aptazymes functioned
poorly in mammalian cells. However, some bacterial aptazymes could be adapted to the
mammalian cell environment through rational design. Taking a theophylline aptazyme
which functioned in bacteria as a starting template, the Hartig group removed alternative
start codons and optimized the CM sequence to achieve 6-fold suppression of reporter
gene expression in HeLa cells treated with theophylline [130]. Meanwhile, the Smolke
group adapted tetracycline- and theophylline-responsive aptazymes originally developed
in yeast for use in human cells [131]. By placing tandem switches into the 3′ UTR of a
cleavable reporter-cytokine fusion protein, the authors achieved theophylline-regulated
T-cell proliferation in mice and in cultured human primary T lymphocytes; however, as
with RNAi-based riboswitch control of T cell proliferation, the choice of a potent cell
signaling molecule as a regulatory target likely helped amplify this switch’s regulatory
range [123].

Aptazymes are versatile switches which may be used both to induce and to suppress
transgene expression. For aptazyme off-switches, ligand binding promotes ribozyme
activity and thus mRNA cleavage and degradation (Figure 4a), while in aptazyme on-
switches, ligand binding suppresses self-cleavage and promotes expression (Figure 4b).
Aptazyme on-switches face unique challenges compared to off-switches. On-switch ligands
must bind and inhibit ribozyme activity immediately following transcription while off-
switch ligands can bind at any point between transcription and translation. Furthermore
ligand binding to on-switch aptamer domains must either remain bound for long timescales
or promote lasting structural changes to inhibit cleavage, while off-switches require only
transient ligand binding to activate it. Nonetheless, several aptazyme on-switches have
been reported. Switches developed by Kobori et al. rely upon ligand-mediated ribozyme
unfolding by an adjacent aptamer and were non-functional in mammalian cells despite
attempts to optimize the expression platform [132]; however, a follow-up publication by
Mustafina et al. used a similar mechanism to achieve over 6-fold activation of expression
in mammalian cells in response to guanine [133]. Other aptazyme on-switches employ a
more typical architecture in which aptamers are fused directly to helical stems within the
ribozyme. Doxycycline-inhibited aptazyme on-switches were isolated by Piganeau et al.
using in vitro selection of hammerhead ribozyme libraries bearing randomized stem II loop
and stem I bulge regions [134]. It is worth noting that doxycycline binding by these switches
requires sequence elements in both stems, predicting strategies for switching-capable
aptamers based on selective randomization of RNA “scaffolds” [135]; however, to our
knowledge, these devices have not been demonstrated to function in cells. The previously-
mentioned switches developed by the Smolke group did function in human cells, but only
displayed approximately 4-fold induction of reporter gene expression [131]. A more recent
publication by Bielstein et al. reported aptazymes which inhibited hammerhead ribozyme
activity in response to tetracycline, demonstrating 8.7-fold induction of gene expression in
HeLa cells [136].

The well-studied hammerhead ribozyme is commonly used in catalytic riboswitches,
but several other self-cleaving ribozymes have also been used as aptazyme expression
platforms. Kertsburg and Soukup used a single CM to regulate hepatitis delta virus (HDV),
hammerhead, X motif, and Tetrahymena group I intron ribozymes [137], and Beaudoin
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and Perreault attached a potassium-binding G-quadruplex motif to the HDV ribozyme to
achieve K+-induced cleavage in vitro [138]. This latter group also demonstrated allosteric
control of modified HDV ribozymes using RNA oligonucleotides, noting that extremely
stable folding of the HDV ribozyme allowed it to perform well in a wide variety of
conditions but also presented a challenge to strand invasion mechanisms of ribozyme
inhibition [139]. More therapeutically-applicable HDV aptazymes were reported in 2013 by
Nomura et al., who used the theophylline and guanine aptamers to control HDV ribozyme
cleavage [140]. The authors generated libraries with randomized CMs joining either
the theophylline or guanine aptamer to the HDV ribozyme and screened approximately
100 constructs from each library in human cells. Theophylline aptazymes exhibited modest
(~4-fold) regulatory ranges, but the GuaM8HDV guanine aptazyme was able to suppress
gene expression 29.5-fold in HEK293 cells and the switches could be combined to enable
dual regulation. GuaM8HDV was later used by Strobel et al. to regulate transgene
expression during AAV production; suppression of transgene expression in producer
cells improved AAV yields by up to 23-fold [21]. It is worth noting here that transient
suppression of transgene expression has also been used to improve yields during CAR-T
cell production by preventing chimeric antigen receptor-mediated T cell fratricide [141].
This effect was demonstrated using the Tet-Off system; substitution of a riboswitch would
prevent immune responses directed against Tet-Off protein components following CAR-T
delivery. Because transgene suppression is performed on extracted T cells in vitro rather
than in vivo, the superior performance of most riboswitches in cell culture compared to
animal models makes their use here more feasible, although AAV-mediated CAR-T cell
therapy has also been pursued [142]. GuaM8HDV performance in mice was compared to
that of multiple hammerhead aptazymes by Reid et al., with the strongest control of reporter
gene expression displayed by the tetracycline-responsive hammerhead aptazyme Tc45 [143].
This group also used Tc45 to control expression of the therapeutic VEGF inhibitor Eylea
in a mouse model of age-related macular degeneration, showing tetracycline-mediated
suppression of lesions associated with Eylea overexpression [143].

Figure 4. Aptazyme Riboswitches. (a) Aptazyme off-switches. An aptazyme consists of a self-
cleaving ribozyme (orange) connected to an aptamer (blue) by a short CM (red). Ribozyme domains
are inactive in the absence of ligand. Ligand binding (magenta) promotes CM annealing, which
activates ribozyme cleavage and suppresses expression [130,131,137]. (b) Aptazyme on-switches.
Self-cleavage is constitutively active in aptazyme on-switches, and is inhibited by ligand binding to
promote gene expression [131,133,136].
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The HDV ribozyme evolved to function in the mammalian cell environment, but
several groups have also attempted to adapt ribozymes from bacterial riboswitches for use
in mammals. Kobori et al. selected aptazyme on-switches from libraries in which the B.
subtilis guanine aptamer was placed upstream of a pistol ribozyme from A. putredinis and a
stem region was randomized to promote mutually exclusive folding of either the aptamer
or the ribozyme depending on ligand binding [132]. The authors found that the pistol
ribozyme operated inefficiently in mammalian cells, and hypothesized that improving
its function would allow construction of more efficient aptazymes. They subsequently
screened approximately 3000 pistol variants in HEK293 cells using deep sequencing, and
isolated several with improved function [144]. Felletti et al. have also adapted the bacterial
twister ribozyme for use in eukaryotic cells, obtaining ligand-dependent expression control
in yeast [145]. The authors noted that aptamers could be fused to two separate stems
within twister simultaneously, and demonstrated complex expression control by aptazymes
responsive to both theophylline and TPP. Mustafina et al. were able to adapt an on-switch
which failed to function in mammalian cells by exchanging a pistol ribozyme for a twister
ribozyme in the expression platform [132,133].

2.7. Improving the Function of Aptazyme Riboswitches

While their mechanism and modularity make aptazymes excellent candidates for
transgene expression control, many exhibit modest (<10-fold) regulatory ranges. These
compare poorly with other regulatory systems such as Tet-On and Tet-Off, which can
activate or suppress transgene expression by up to three orders of magnitude in animal
models [146]. This severely limits therapeutic applications and several methods have been
pursued for improving the regulatory ranges of catalytic ribozymes in mammalian cells, as
well as achieving suitable basal and suppressed/induced expression levels.

In addition to factors affecting the efficiency of non-catalytic riboswitches (e.g., ion con-
centration), aptazymes face the additional challenge of sequence- or organism-dependent
effects on ribozyme catalytic efficiency [147], and non-allosteric ribozymes have been opti-
mized for use in AAV-delivered gene therapy [148]. Efficient ribozyme domains improve
aptazyme regulatory ranges by lowering basal expression in on-switches and enabling
deeper suppression by off-switches, and several groups have optimized ribozymes specifi-
cally to improve catalytic riboswitch function. For example, to improve aptazyme switches,
Yen et al. developed an optimized hammerhead ribozyme variant known as N107 which
eliminated potential start codons and displayed almost ten-fold higher cleavage rates
than its naturally-occurring parent construct [149]. N107-containing aptazymes were
regulatable by aptamers binding adenosine and toyocamycin as well as by base pairing
to complementary morpholino oligonucleotides, and several constructs exhibited small
molecule-dependent gene regulation when delivered to mouse tissue using AAV. Zhong
et al. further improved hammerhead ribozyme activity by limiting intra-ribozyme base
pairing to promote dissociation after self-cleavage, lowering the rate of relegation and
increasing the 18-fold suppression of transgene expression in HEK293T cells afforded by
N107 to over 1000-fold [126]. Annealing of modified morpholino oligonucleotides comple-
mentary to the ribozyme resulted in 208-fold induction of luciferase expression in HEK293T
cells, and 196-fold induction of a transgene encoding erythropoietin was achieved in mice
by intramuscular injection of vivo-morpholinos [150]. These results represent some of the
most efficient regulation of mammalian transgene expression without the use of exogenous
proteins. However, modified oligonucleotide therapeutics are comparatively new and
face additional regulatory and pharmacokinetic barriers for use as riboswitch regulators
compared to the wide array of clinically-approved small-molecule drugs [151,152].

Optimizing the regulatory properties of an aptazyme more typically involves modify-
ing switch placement within the mRNA, CM composition, and/or the relative orientations
of aptamer and ribozyme motifs. Aptazymes are most frequently placed within the 3′ UTR
of an mRNA to avoid inhibitory effects on translation, as switching elements are down-
stream of the stop codon but can still regulate expression through poly-A cleavage [127].
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Kertsburg and Soukup demonstrated modest regulation of multiple expression platforms
in vitro using a single, optimized CM [137], but maximizing an aptazyme’s regulatory
range typically requires further CM tuning. Zhong et al. developed a rational design ap-
proach to improving CM function in tetracycline-regulated hammerhead aptazymes [153].
Beginning with a test panel of 32 aptazymes, the authors developed a scoring function
for CMs which incorporated the number of hydrogen bonds, the proximity of base pairs
to the ribozyme, and base stacking energies. This weighted hydrogen-bond and stack-
ing score (WHSS) was highly predictive of aptazyme regulatory ranges and was used to
develop additional aptazymes using the theophylline and guanine aptamers, as well as
more efficient tetracycline aptazymes using aptamer stem P2 instead of stem P1 for CM
attachment. This method required labor-intensive screening of dozens of constructs, but
was quite successful; over 15-fold suppression of transgene expression was obtained in
response to all three molecules in HeLa cells. One tetracycline aptazyme, Tc40, enabled
over 20-fold suppression in human cells and also achieved 7-fold suppression of an AAV-
delivered transgene through oral administration of tetracycline in a mouse model. Strobel
et al. also recently demonstrated 15-fold induction of an AAV-delivered transgene in mice
using a tetracycline-regulated aptazyme on-switch developed through a similar rational
design and testing approach [154]. This result also represents a rare case in which switch
performance was higher in an animal model than in previous results in cell culture [136]. A
computational method has also been reported for developing protein-regulated aptazymes
in silico [155].

Aptazymes may also be improved or generated by screening and/or selection of ran-
domized libraries. Careful SELEX library design can enable selection of aptamer domains
suited for regulating stem formation in switches, but these must be subsequently inte-
grated into an expression platform and tested in cells [135]. Multiple strategies have been
employed to screen and select entire allosteric ribozymes in cell-free systems [128,156–161].
However, while some in vitro selected aptazymes can function in human cells [162], many
fail to operate outside of the selection environment [163]. Therefore, aptazymes have
also been screened or selected within live bacteria [164–166] and yeast [48]. Bacteria and
yeast are robust and easily-handled, but library sizes are limited by the transfection bot-
tleneck [167] and riboswitches selected within them may also show reduced performance
in mammalian cells. This difficulty is reflected in efforts to develop guanine-regulated
aptazymes by Stifel et al., who enriched aptazymes using in vitro selection in E. coli but
used rational design to develop less effective aptazymes for use in human cells [168].
Nonetheless, some aptazymes selected in prokaryotes or yeast can regulate transgene ex-
pression in mammals. Zhang et al. synthesized three theophylline aptazyme libraries with
different architectures and randomized CMs, used FACS to select theophylline-responsive
aptazymes in bacteria, and screened candidate switches in human and yeast cells [169].
The resulting switches could suppress reporter gene expression by 4.8-fold in HEK293T
cells, and the authors demonstrated theophylline-regulated cell killing by ganciclovir in
a model system similar to that used by Kim et al. [75]. Pu et al. also used bacterial cell
selections to isolate aptazymes, which could control transgene expression in mammalian
cells, albeit with lower regulatory ranges [170].

Selection within live mammalian cells would increase the probability that enriched
aptazymes were functional in the target cell environment. However, in addition to more
complicated cell culture techniques and limited library sizes, difficulties in introducing a
single switch construct into each cell while still maintaining high transfection or transduc-
tion efficiency presents a challenge to aptazyme selections in mammalian cells. Several
groups have used screening rather than selection to circumnavigate this difficulty. Xiang
et al. transfected plasmids encoding barcoded theophylline aptazyme libraries into HEK293
cells, cultured them in the presence or absence of theophylline, and performed RNAseq
to identify switch-containing mRNAs which showed differences in abundance in ligand-
treated vs. untreated cells [171]. Results from the screen were validated using FACS-seq,
and screens of additional libraries yielded aptazymes regulated by xanthine, folinic acid,
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and cyclic-di-GMP. Because relative mRNA abundance detected by sequencing was used
to assay riboswitch performance, this method did not have the one-construct-one-cell re-
quirement of selection methods involving cell separation and outgrowth based on reporter
gene expression. Strobel et al. used a similar approach, screening libraries templated on
tetracycline- and guanine-responsive hammerhead ribozymes and guanine-responsive
HDV ribozymes in HEK293 cells using barcode-free deep sequencing to reduce library
production costs [172]. This method identified previously-reported aptazymes as well as
new functional variants. However, regulatory ranges were somewhat low for aptazymes
identified by these screens compared to several rationally-designed switches.

In these screening methods, library sizes were constrained to ~105 members by the
detection limit of NGS; aptazyme candidates must be present in enough copies to obtain
read depth sufficient to detect ligand-induced changes in abundance. In contrast selec-
tions enable the identification of RNA devices from much larger libraries, as functional
switches are progressively enriched until they reach NGS detection thresholds. However,
as mentioned previously, selecting large aptazyme libraries in cells is challenging. A recent
publication by Townshend et al. presents a novel, automated method for selecting func-
tional aptazymes from 1012–1014-member libraries followed by screening for function in
live yeast [173]. In the DRIVER selection technique, iterative cleavage reactions in either
the presence of the target ligand (positive selections) or structurally-similar small molecule
decoys (negative selections) are performed in vitro. Both cleaved and uncleaved sequences
are then regenerated using a method which also specifically labels cleaved vs. uncleaved
sequences with separate priming sites, allowing specific reamplification of one or the other
population for the next selection round. Automation reduces the time per round to approx-
imately 3h, allowing hundreds of selection rounds to be performed. In aptazyme selections
many cycles are required for enrichment due to slow removal of parasitic, non-switching
sequences which can adopt both cleaving and non-cleaving conformations and thus achieve
up to 50% survival in each round [157]. Enriched selection pools are next subjected to
CleaveSeq screening where constructs are transferred into cells and then treated either
with the target ligand or competitor molecules, followed by regeneration and screening for
ligand-dependent cleavage using NGS. Several switches were also improved following
DRIVER and CleaveSeq by mutagenic PCR and additional screening.

This selection and screening method is a powerful new tool for identifying not just
novel aptazymes, but novel aptamers. By designing libraries with randomized regions
in loops I and II of the hammerhead ribozyme the authors were able to select aptazymes
responsive to five small molecules with no previously-reported aptamers, including a vari-
ant which produced 32.9-fold induction of transgene expression in yeast in response to the
TLR7 agonist gardiquimod. Because randomized regions are inserted into separate loops,
the selected ligand-binding domains may require engineering to operate as a compact
ssRNA aptamer [134]. It is worth noting that Zhong et al. placed the aptamer domain on
stem III in switches which performed well in mammalian cells; the base of stem III is imme-
diately adjacent to the ribozyme cleavage site, possibly allowing more efficient regulation
compared to modulation of stem II–stem I interactions [153,165]. However, selection of
stem III libraries would be complicated because the cleavage fragment bearing the desired
sequence information would not leave enough bases between the 3′ cleavage site and ran-
domized stem III sequence for reverse priming during reamplification. Novel theophylline
aptazymes selected using DRIVER and CleaveSeq showed lower regulatory ranges than
previously-reported variants, suggesting that rational design or screening methods may
be more effective for optimizing aptazymes using preexisting aptamers. Nonetheless, this
system represents an exciting advance in aptazyme development; optimizing the in vitro
selection environment and performing screening steps in mammalian cells might allow
selection of aptazymes which regulate AAV-delivered transgene expression in response
to highly-suitable ligands such as FDA-approved therapeutic small molecules with good
bioavailability and few side effects.
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2.8. Regulation of CRISPR-Cas Activity by Riboswitches

CRISPR-Cas systems represent powerful tools for gene therapy which enable targeted
post-transcriptional expression control and genome editing, as well as a variety of other
functions [174]. Despite size constraints CRISPR-Cas editing devices may be delivered
using AAV vectors, where nuclear targeting of viral genomes can avoid immune responses
to cytosolic DNA associated with other delivery mechanisms [175–179]. Aptamers have
been used to recruit DNA modifying enzymes for base editing [180], to improve the ef-
ficiency and reduce off-target effects of HDR-mediated gene editing [181], and to target
labeled CRISPR-Cas complexes to specific subcellular locations to improve imaging tech-
niques [182], demonstrating that small, ligand-binding RNA devices can be integrated
into CRISPR-Cas systems for a variety of purposes. For therapeutic applications, partic-
ularly gene editing, CRISPR-Cas systems must be tightly regulated both temporally and
spatially. Other transgene regulatory techniques have been used to control guide RNA
expression, but as previously discussed these systems have disadvantages for therapeutic
applications [183]. Several groups have thus used riboswitches to regulate the activity of
CRISPR-Cas.

In CRISPR-Cas systems, Cas effector proteins are targeted to specific nucleotide
sequences using short-guide RNAs (gRNAs), including engineered single-guide RNAs
(sgRNAs) which combine the multiple gRNAs of natural CRISPR-Cas systems into a single
molecule [174]. Several groups have used aptamers to enable ligand-dependent control of
CRISPR-Cas activity by regulating gRNA function (Figure 5). Kundert et al. used selection
to develop gRNAs which could activate or repress CRISPR-Cas activity in bacteria in
response to theophylline and 3-methylxanthine; however, these constructs were inactive
in mammalian cells [184]. Iwasaki et al. also selected gRNAs bearing these two aptamers
for function in bacterial cells, but did not demonstrate their function in eukaryotes [185].
Lin et al. generated gRNAs in which theophylline aptamer binding promoted refolding
and Cas9 recruitment, and demonstrated modest (<1 fold) regulation of expression when
these constructs were used in HEK293 cells [186]. Liu et al. used a strand displacement
mechanism to control accessibility of the gRNA targeting region in response to tetracycline
or theophylline, generating off- and on-switches which allowed complex dual regulation of
CRISPR-Cas activity [187]. By using aptamers to two oncogenic proteins the authors were
able to achieve specific killing of human cancer cells expressing both proteins despite low
individual regulatory ranges. However, only one off-switch mechanism operated without
the need for coexpressed viral proteins. Aptazyme riboswitches have also been used by
Tang et al. to control gRNA function, enabling theophylline-induced genome editing
and guanine-dependent targeting of transcriptional activators and achieving 5-6-fold
regulation in each application [188]. Lin et al. recently used short trigger RNAs, including
an endogenous miRNA, to modulate gRNA function in HEK293T cells, although as with
aptazyme switches oligonucleotides are less favorable regulators than small molecules [189].
A particularly interesting case was recently reported by Renzl et al., who incorporated
aptamers to the photoreceptor PAL into gRNAs and demonstrated 546-fold regulation
of mRNA levels in response to light in HeLa cells [190]. Unfortunately the bacterial
origin of PAL likely limit therapeutic applications of this system, but it represents an
interesting optogenetic tool. In addition to controlling gRNA function, riboswitches have
also been used to control expression of CRISPR-Cas effector proteins: Zhuang et al. used
an aptazyme off-switch regulated by the cancer biomarker hTERT to control expression of
Cas13d, achieving selective killing of hTERT-expressing bladder cancer cells [190].

2.9. Deoxyribozyme Switches

One of the advantages of AAV as a transgene delivery vehicle is its ability to provide
long-term expression from DNA episomes in the target cell nucleus [191], but this can
rapidly become a disadvantage if a patient experiences a deleterious response to the
transgene product. Riboswitches which mediate mRNA processing, translation efficiency,
or stability may not be suited to long-term suppression of a harmful transgene product
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based on basal/suppressed expression levels or the need to continuously supply high
levels of a regulator ligand. It is thus desirable to obtain a “kill switch” which can mediate
destruction of AAV genomes or episomes; this strategy has been implemented in self-
deleting, AAV-delivered CRISPR-Cas systems, but a ligand-mediated kill switch would
represent an easier, less-invasive method for episome removal in a broader range of AAV
therapies [192,193]. The majority of reported riboswitches are composed of RNA and
to our knowledge no naturally-occurring deoxyribozymes have been reported, although
several have been isolated through in vitro selection. These include devices capable of
cleaving DNA in cis and/or trans [194–197], as well as trans-cleavage of RNA [198,199].
Because DNA does not possess RNA’s 2′ hydroxyl group, deoxyribozymes cannot use
the nucleophilic 2′-3′ cyclization mechanism employed by many ribozymes. Instead
deoxyribozymes depend on metal ion cofactors, and several have been developed for
use as metal ion biosensors [200]. Deoxyribozymes can function in human cells, and
several therapeutic applications have been suggested [201,202]. In addition, allosteric
deoxyribozymes can regulate catalytic activity in vitro in response to proteins and short
nucleic acids [203–205]. Deoxyribozyme kill switches embedded in AAV genomes would
require extremely low basal activity in order to maintain long-term episomal expression,
and both proteins and trans-cleaving ribozymes would be easier to express. Nonetheless,
their ability to function in human cells suggests that further work may yield new allosteric
deoxyribozymes for use as small molecule-induced AAV “kill switches,” improving the
safety of AAV-delivered gene therapy.

Figure 5. Regulation of CRISPR-Cas Single-Guide RNA Function. Single-guide RNAs (sgRNAs) are
fusions of the multiple naturally-occurring gRNAs required for Cas protein targeting and activa-
tion [174]. sgRNAs contain a complementary region for targeting (red), along with several stem-loops
onto which aptamers may be grafted to control folding (blue, orange). In the unbound state, sgRNAs
are functional and can mediate mRNA degradation by Cas proteins (pink). Aptamer binding disrupts
gRNA structure, blocking recruitment to Cas proteins and preventing mRNA cleavage. sgRNAs
which are activated by aptamer binding have also been developed for use as off-switches [186–188].

Table 1. Performance of Small Molecule-Regulated Riboswitches in Mammalian Cells.

Switch Construct Mechanism Polarity Ligand Fold Regulation Reference

A2 Polyadenylation Off Guanine 5.2 Spöring et al. 2020 [66]

L2 Splicing On Tetracycline 5.7 Vogel et al. 2018 [70]

Tet13_el Splicing On Tetracycline 16.9 Finke et al. 2021 [71]
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Table 1. Cont.

Switch Construct Mechanism Polarity Ligand Fold Regulation Reference

AS325 W-P9 6T8T Trans-splicing On Theophylline 2 Kim et al. 2014 [75]

SVH2βgal Translation roadblock Off Hoechst dyes 10 Werstuck and Green 1998 [79]

CFS-RX GAAA Translation roadblock Off Ciprofloxacin 1.8 Groher et al. 2018 [85]

R22 Translation roadblock Off Theophylline 10 Liu et al. 2018 [89]

R26 Translation roadblock Off Tetracycline 10 Liu et al. 2018 [89]

68 metH Programmed ribosomal
frameshifting On/Off Adenosine-2’,3’-

dialdehyde 4.39 Chou et al. 2010 [105]

Theo-OFF2-MMTV Programmed ribosomal
frameshifting On/Off Theophylline 6 Hsu et al. 2014 [108]

TheoOFF2 SARS Programmed ribosomal
frameshifting On/Off Theophylline 1.5 Lin and Chang 2016 [109]

M1-VPK Programmed ribosomal
frameshifting On/Off NCT8 9.1 Matsumoto et al. 2018 [110]

pE19T miRNA processing On Theophylline 3 An et al. 2006 [118]

th1 miRNA processing On Theophylline 4.1 Beisel et al. 2011 [120]

pRzTheo-miREGFP miRNA processing Off Theophylline 4 Kumar et al. 2009 [122]

β(1x) miRNA processing On Folinic acid 3.5 Wong et al. 2018 [123]

miR-378a-CT miRNA processing On Theophylline 5.7 Pollak et al. 2021 [124]

tac210 miRNA site accessibility On Tetracycline 19 Mou et al. 2018 [125]

P1-F5, 5.3 mRNA self-cleavage Off Theophylline 6 Ausländer et al. 2010 [130]

7c4x mRNA self-cleavage On Guanine 6.7 Mustafina et al. 2020 [133]

K19 mRNA self-cleavage On Tetracycline 8.7 Beilstein et al. 2015 [136]

GuaM8HDV mRNA self-cleavage Off Guanine 29.5 Nomura et al. 2013 [140]

Tc40 mRNA self-cleavage Off Tetracycline 24 Zhong et al. 2016 [153]

Gua_K3 mRNA self-cleavage On Guanine 4 Stifel et al. 2019 [168]

Theo-HHR-B mRNA self-cleavage Off Theophylline 4.8 Zhang et al. 2017 [169]

TAP1 mRNA self-cleavage Off Theophylline 7 Pu et al. 2020 [170]

XanACGAG mRNA self-cleavage On Hypoxanthine 6.8 Xiang et al. 2019 [171]

FolUGAAG mRNA self-cleavage On (6R,S)-folinic acid 5.3 Xiang et al. 2019 [171]

cdG-CGUAA mRNA self-cleavage On Cyclic di-GMP 2 Xiang et al. 2019 [171]

sgRNA4 CRISPR-Cas gRNA
accessibility Off Tetracycline 4.25 Liu et al. 2016 [187]

Theophylline-
agRNA CRISPR-Cas gRNA cleavage On/Off Theophylline 3 Tang et al. 2017 [188]

Guanine-agRNA CRISPR-Cas gRNA cleavage On/Off Guanine 4.8 Tang et al. 2017 [188]

3. Therapeutic Applications of Riboswitches

The complexity of human biology and the wide array of human pathogens together
yield an enormous variety of potential gene therapy targets, while AAV and oligonucleotide
therapeutics have also expanded rapidly in the past decade [15,206]. This provides a wide
array of possible uses for riboswitches in gene therapy [207]. Potential therapeutic appli-
cations have been demonstrated for many of the riboswitches discussed in the previous
section, including regulation of T cell proliferation [123,131,141], regulation of VEGF-
targeted therapeutics to prevent overdosing [145], control of targeted genome editing [188],
selective killing of cancer cells [75], reducing the toxicity of asthma treatment [124], and
improving production of therapeutic AAV [21]. This section will take a narrower focus,
discussing the applicability of riboswitch-regulated, AAV-delivered transgene therapy to
control dosing of a therapeutic signaling molecule and to improve safety of a pathogen
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defense strategy. These examples illustrate how riboswitches might be used to enhance
several aspects of AAV-mediated transgene therapeutics.

3.1. Regulation of Erythropoeitin Expression

Erythropoietin (Epo) is a glycoprotein cytokine synthesized by the kidney and liver to
regulate red blood cell proliferation, as well as to modulate other processes in the vascular
and central nervous systems [208]. Epo is a well-studied therapeutic target implicated
in anemia, erythrocytosis, and chronic renal failure. Recombinant rhEpo has been used
therapeutically to treat anemia but production costs are high, and rhEpo administration has
also been associated with hypertension and thrombosis. Long-term, AAV-mediated Epo
expression has been achieved in animal models, promoting blood cell proliferation and
neuroprotective effects [209–211]. However, expression control is highly desirable to enable
maintenance of homeostatic red blood cell counts. Multiple expression control systems
based on engineered proteins have been used for this purpose, but these systems have had
trouble maintaining long-term controlled expression and adverse immune reactions have
been observed against both vector components and Epo [212–214].

Several groups have pursued riboswitch regulation of Epo expression as an alternative,
demonstrating impressive results in animal models. Zhong et al. achieved over 200-fold
induction of an AAV-delivered transgene encoding Epo using morpholino-regulated ham-
merhead ribozymes, and morpholino injection could induce Epo production over 43 weeks
after a single administration of AAV [126]. Hematocrit could be tuned to homeostatic
levels through controlled dosing of morpholinos and stable, homeostatic Epo levels were
maintained for weeks after a single morpholino injection. As discussed previously, small-
molecule drugs are more attractive regulator candidates than oligonucleotides, a fact
recognized by several groups developing Epo gene therapies: in 2008 the Mirus Bio Corpo-
ration applied for a small business innovation research (SBIR) grant for development of
drug-sensing riboswitches for regulation of Epo expression [215]. More recently, patents
were filed in multiple countries by Meiragtx UK Limited for an erythropoietin expression
control system based on aptamer regulation of alternative splicing [216]. In addition to con-
trolling expression, riboswitches may also help to prevent deleterious immune responses
to transgenic erythropoietin, including development of anti-Epo autoimmunity [214]. Anti-
transgene immune responses present a challenge to many gene therapies, and the use of
riboswitches to address this problem in AAV-delivered gene therapy is discussed in further
detail in the following section.

3.2. Regulation of Vectored Immunoprophylaxis

Vectored immunoprophylaxis (VIP) is a method by which transgenes encoding im-
mune effectors (most commonly monoclonal antibodies or antibody derivatives) are ex-
pressed from a patient’s cells to prevent infection [217]. HIV is a common target for VIP
because of the extreme rarity of effective neutralizing antibody development in patients;
despite enormous efforts a successful HIV vaccine has yet to be developed [218]. Small
molecule therapies have been extremely effective at reducing morbidity and mortality
but require regular administration, can produce negative side effects, and are susceptible
to escape mutations [219]. Administration of synthetic broadly-neutralizing monoclonal
antibodies (bnAbs) can prevent infection and reduce viral titers, but bnAbs also must
be regularly administered and their production is expensive and complicated [220]. VIP
circumnavigates these difficulties through long-term bnAb expression, bypassing the need
for endogenous bnAb development or frequent drug administration. VIP was first reported
by Lewis et al. in 2003, who delivered an anti-HIV bnAb to mouse muscle tissue using AAV
and observed HIV neutralization by sera up to 6 months after a single administration [221].
Subsequently VIP has also been demonstrated to provide protection in animal models from
several other viruses [222–227], anthrax [228], and malaria [229]. AAV-mediated anti-HIV
VIP was also the subject of a recent Phase I clinical trial in the UK, where the therapy was



Pharmaceuticals 2021, 14, 554 20 of 29

well tolerated but bnAb expression levels were often low and several patients developed
anti-bnAb antibody responses [230].

Patients receiving VIP risk developing immune responses to both the AAV capsid and
the engineered, non-self proteins used to target pathogens. Delivering therapies to the liver
can promote a T cell-mediated reduction in anti-capsid and anti-transgene responses, but
innate immune responses can still occur and VIP typically uses expression from muscle
tissue [231,232]. While other AAV-delivered therapeutics can provoke dangerous immune
responses such as anaphylaxis or autoimmunity [214,233], anti-transgene responses in
VIP are more typically associated with reduced bnAb titers [217,234,235]. This, alongside
a need for higher bnAb expression, means that on- and off-riboswitches may not be
suited to long-term regulation in VIP. However, transient immunosuppression during AAV
administration has been shown to reduce the occurrence of anti-transgene immunity and
improve expression levels [217,236]. RNA off-switches could serve as a safer alternative to
immunosuppression, allowing coadministration of AAV and an off-switch ligand which
suppresses transgene expression until the heightened immune surveillance observed to
follow vector administration has subsided [237]. In addition, the US Defense Advanced
Research Projects Agency (DARPA) has developed the PREPARE program, which seeks
to achieve inducible, transient expression of protective transgene products in military
service members, first responders, and civilians [238]. One of the targets of this program is
influenza infection; in addition, PREPARE is also pursuing inducible transgene-mediated
protection from opioid overdose, organophosphate poisoning, and gamma radiation. RNA
on-switches are attractive candidates for this purpose as their modularity would allow
the use of multiple aptamers, enabling specific induction of one or more transgenes by
different ligands.

4. Conclusions

Riboswitches, particularly aptazyme and RNAi switches, represent an attractive
method for control of AAV-delivered therapeutic transgene expression due to their small
sizes, non-immunogenicity, modular structures, and ability to function without protein
switching elements. Expression control by riboswitches has been demonstrated in human
cells and in animal models, allowing modulation of therapeutic protein levels and biological
processes such as antibody expression and blood cell proliferation. Riboswitches may also
help to improve other aspects of AAV therapy such as vector yields and anti-transgene im-
mune responses. Aptazymes may also be incorporated into more complex AAV-delivered
therapeutic systems such as CRISPR-Cas-mediated expression control and gene editing.
However, the efficiency of regulation by riboswitches must be improved in the mammalian
cell environment for many clinical applications. Although they have been applied in some
other cell types such as T cells, many riboswitches are tested in either HEK293 or HeLa cells
and riboswitch performance in different cell types merits further exploration. Furthermore,
performance in animal models compares poorly to that in cultured cells, possibly due to
immune effects or pharmacokinetic limitations of regulator molecules which do not apply
in cell culture. However, recent advances in rational design and screening strategies have
significantly improved the performance of multiple riboswitches, particularly aptazymes
regulated by tetracycline, theophylline, or guanine. Meanwhile, a novel selection and
screening strategy may enable rapid isolation of aptazymes which function in the mam-
malian cell environment and respond to novel, high-performance small-molecule ligands
without the need for preexisting aptamers or SELEX. Taken together, these results show
that riboswitches are increasingly potent regulators of gene expression in mammals which
comprise a versatile, rapidly-expanding toolset for expression control in AAV gene therapy.
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65. Braselmann, E.; Wierzba, A.J.; Polaski, J.T.; Chromiński, M.; Holmes, Z.E.; Hung, S.-T.; Batan, D.; Wheeler, J.R.; Parker, R.; Jimenez,

R.; et al. A multicolor riboswitch-based platform for imaging of RNA in live mammalian cells. Nat. Chem. Biol. 2018, 14, 964–971.
[CrossRef] [PubMed]

66. Spöring, M.; Boneberg, R.; Hartig, J.S. Aptamer-Mediated Control of Polyadenylation for Gene Expression Regulation in
Mammalian Cells. ACS Synth. Biol. 2020, 9, 3008–3018. [CrossRef]

67. Li, S.; Breaker, R.R. Eukaryotic TPP riboswitch regulation of alternative splicing involving long-distance base pairing. Nucleic
Acids Res. 2013, 41, 3022–3031. [CrossRef]

68. Kim, D.-S.; Gusti, V.; Dery, K.J.; Gaur, R.K. Ligand-induced sequestering of branchpoint sequence allows conditional control of
splicing. BMC Mol. Biol. 2008, 9, 23. [CrossRef]

69. Weigand, J.E.; Suess, B. Tetracycline aptamer-controlled regulation of pre-mRNA splicing in yeast. Nucleic Acids Res. 2007, 35,
4179–4185. [CrossRef] [PubMed]

70. Vogel, M.; Weigand, J.E.; Kluge, B.; Grez, M.; Suess, B. A small, portable RNA device for the control of exon skipping in
mammalian cells. Nucleic Acids Res. 2018, 46, e48. [CrossRef]

71. Finke, M.; Brecht, D.; Stifel, J.; Gense, K.; Gamerdinger, M.; Hartig, J.S. Efficient splicing-based RNA regulators for tetracycline-
inducible gene expression in human cell culture and C. elegans. Nucleic Acids Res. 2021. [CrossRef]

72. Culler, S.J.; Hoff, K.G.; Smolke, C.D. Reprogramming Cellular Behavior with RNA Controllers Responsive to Endogenous
Proteins. Science 2010, 330, 1251–1255. [CrossRef] [PubMed]

73. Mol, A.A.; Groher, F.; Schreiber, B.; Rühmkorff, C.; Suess, B. Robust gene expression control in human cells with a novel universal
TetR aptamer splicing module. Nucleic Acids Res. 2019, 47, e132. [CrossRef]

74. Mol, A.A.; Vogel, M.; Suess, B. Inducible nuclear import by TetR aptamer-controlled 3′ splice site selection. RNA 2021, 27, 234–241.
[CrossRef]

75. Kim, J.; Jeong, S.; Kertsburg, A.; Soukup, G.A.; Lee, S.-W. Conditional and Target-Specific Transgene Induction through RNA
Replacement Using an Allosteric Trans-Splicing Ribozyme. ACS Chem. Biol. 2014, 9, 2491–2495. [CrossRef] [PubMed]

76. Kwon, B.-S.; Jung, H.-S.; Song, M.-S.; Cho, K.S.; Kim, S.-C.; Kimm, K.; Jeong, J.S.; Kim, I.-H.; Lee, S.-W. Specific Regression of
Human Cancer Cells by Ribozyme-Mediated Targeted Replacement of Tumor-Specific Transcript. Mol. Ther. 2005, 12, 824–834.
[CrossRef]

77. Hong, S.-H.; Jeong, J.-S.; Lee, Y.-J.; Jung, H.-I.; Cho, K.-S.; Kim, C.-M.; Kwon, B.-S.; Sullenger, B.A.; Lee, S.-W.; Kim, I.-H. In Vivo
Reprogramming of hTERT by Trans-splicing Ribozyme to Target Tumor Cells. Mol. Ther. 2008, 16, 74–80. [CrossRef]

78. Ogawa, A. Rational design of artificial riboswitches based on ligand-dependent modulation of internal ribosome entry in wheat
germ extract and their applications as label-free biosensors. RNA 2011, 17, 478–488. [CrossRef]

79. Werstuck, G. Controlling Gene Expression in Living Cells through Small Molecule-RNA Interactions. Science 1998, 282, 296–298.
[CrossRef]

80. Hanson, S.; Berthelot, K.; Fink, B.; McCarthy, J.E.G.; Suess, B. Tetracycline-aptamer-mediated translational regulation in yeast.
Mol. Microbiol. 2003, 49, 1627–1637. [CrossRef] [PubMed]

http://doi.org/10.1021/acssynbio.9b00017
http://www.ncbi.nlm.nih.gov/pubmed/30897329
http://doi.org/10.1021/sb4000096
http://www.ncbi.nlm.nih.gov/pubmed/23654267
http://doi.org/10.1146/annurev-biochem-060815-014628
http://doi.org/10.1017/S003358351600007X
http://doi.org/10.1021/acs.biochem.9b00578
http://doi.org/10.1021/acs.biochem.6b01218
http://doi.org/10.1016/j.ceb.2018.02.011
http://doi.org/10.3389/fmicb.2015.00141
http://doi.org/10.1016/j.gene.2005.06.037
http://doi.org/10.1093/nar/gks1330
http://www.ncbi.nlm.nih.gov/pubmed/23275562
http://doi.org/10.1093/nar/gkt787
http://doi.org/10.1093/nar/gkw1267
http://www.ncbi.nlm.nih.gov/pubmed/27994029
http://doi.org/10.3389/fmolb.2020.607158
http://www.ncbi.nlm.nih.gov/pubmed/33521053
http://doi.org/10.1038/s41589-018-0103-7
http://www.ncbi.nlm.nih.gov/pubmed/30061719
http://doi.org/10.1021/acssynbio.0c00222
http://doi.org/10.1093/nar/gkt057
http://doi.org/10.1186/1471-2199-9-23
http://doi.org/10.1093/nar/gkm425
http://www.ncbi.nlm.nih.gov/pubmed/17567606
http://doi.org/10.1093/nar/gky062
http://doi.org/10.1093/nar/gkab233
http://doi.org/10.1126/science.1192128
http://www.ncbi.nlm.nih.gov/pubmed/21109673
http://doi.org/10.1093/nar/gkz753
http://doi.org/10.1261/rna.077453.120
http://doi.org/10.1021/cb500567v
http://www.ncbi.nlm.nih.gov/pubmed/25265474
http://doi.org/10.1016/j.ymthe.2005.06.096
http://doi.org/10.1038/sj.mt.6300282
http://doi.org/10.1261/rna.2433111
http://doi.org/10.1126/science.282.5387.296
http://doi.org/10.1046/j.1365-2958.2003.03656.x
http://www.ncbi.nlm.nih.gov/pubmed/12950926


Pharmaceuticals 2021, 14, 554 24 of 29

81. Harvey, I.; Garneau, P.; Pelletier, J. Inhibition of translation by RNA–small molecule interactions. RNA 2002, 8, 452–463. [CrossRef]
82. Grate, D.; Wilson, C. Inducible regulation of the S. cerevisiae cell cycle mediated by an RNA aptamer–ligand complex. Bioorg.

Med. Chem. 2001, 9, 2565–2570. [CrossRef]
83. Kozak, M. Influences of mRNA secondary structure on initiation by eukaryotic ribosomes. Proc. Natl. Acad. Sci. USA 1986, 83,

2850–2854. [CrossRef]
84. Babendure, J.R.; Ding, J.-H.; Tsien, R.Y. Control of mammalian translation by mRNA structure near caps. RNA 2006, 12, 851–861.

[CrossRef]
85. Groher, F.; Bofill-Bosch, C.; Schneider, C.; Braun, J.; Jager, S.; Geißler, K.; Hamacher, K.; Suess, B. Riboswitching with ciprofloxacin—

development and characterization of a novel RNA regulator. Nucleic Acids Res. 2018, 46, 2121–2132. [CrossRef]
86. Boussebayle, A.; Torka, D.; Ollivaud, S.; Braun, J.; Bofill-Bosch, C.; Dombrowski, M.; Groher, F.; Hamacher, K.; Suess, B. Next-level

riboswitch development—Implementation of Capture-SELEX facilitates identification of a new synthetic riboswitch. Nucleic
Acids Res. 2019, 47, 4883–4895. [CrossRef] [PubMed]

87. Goldfless, S.J.; Belmont, B.J.; De Paz, A.M.; Liu, J.F.; Niles, J.C. Direct and specific chemical control of eukaryotic translation with
a synthetic RNA–protein interaction. Nucleic Acids Res. 2012, 40, e64. [CrossRef] [PubMed]

88. Bayer, T.S.; Smolke, C.D. Programmable ligand-controlled riboregulators of eukaryotic gene expression. Nat. Biotechnol. 2005, 23,
337–343. [CrossRef] [PubMed]

89. Liu, Y.; Li, J.; Chen, Z.; Huang, W.; Cai, Z. Synthesizing artificial devices that redirect cellular information at will. eLife 2018, 7.
[CrossRef] [PubMed]

90. Miyakawa, S.; Oguro, A.; Ohtsu, T.; Imataka, H.; Sonenberg, N.; Nakamura, Y. RNA aptamers to mammalian initiation factor 4G
inhibit cap-dependent translation by blocking the formation of initiation factor complexes. RNA 2006, 12, 1825–1834. [CrossRef]

91. Ogawa, A. Rational construction of eukaryotic OFF-riboswitches that downregulate internal ribosome entry site-mediated
translation in response to their ligands. Bioorg. Med. Chem. Lett. 2012, 22, 1639–1642. [CrossRef]

92. Ogawa, A.; Masuoka, H.; Ota, T. Artificial OFF-Riboswitches That Downregulate Internal Ribosome Entry without Hybridization
Switches in a Eukaryotic Cell-Free Translation System. ACS Synth. Biol. 2017, 6, 1656–1662. [CrossRef]

93. Ogawa, A.; Itoh, Y. In Vitro Selection of RNA Aptamers Binding to Nanosized DNA for Constructing Artificial Riboswitches.
ACS Synth. Biol. 2020, 9, 2648–2655. [CrossRef] [PubMed]

94. Ogawa, A.; Murashige, Y.; Tabuchi, J.; Omatsu, T. Ligand-responsive upregulation of 3′ CITE-mediated translation in a wheat
germ cell-free expression system. Mol. BioSyst. 2016, 13, 314–319. [CrossRef] [PubMed]

95. Yang, Y.; Wang, Z. IRES-mediated cap-independent translation, a path leading to hidden proteome. J. Mol. Cell Biol. 2019, 11,
911–919. [CrossRef] [PubMed]

96. Renaud-Gabardos, E.; Hantelys, F.; Morfoisse, F.; Chaufour, X.; Garmy-Susini, B.; Prats, A.-C. Internal ribosome entry site-based
vectors for combined gene therapy. World J. Exp. Med. 2015, 5, 11–20. [CrossRef] [PubMed]

97. Ogawa, A. Ligand-Dependent Upregulation of Ribosomal Shunting. ChemBioChem 2013, 14, 1539–1543. [CrossRef] [PubMed]
98. Ogawa, A. Engineering of Ribosomal Shunt-Modulating Eukaryotic ON Riboswitches by Using a Cell-Free Translation System.

Methods Enzymol. 2015, 550, 109–128. [CrossRef]
99. Yueh, A.; Schneider, R.J. Selective translation initiation by ribosome jumping in adenovirus-infected and heat-shocked cells. Genes

Dev. 1996, 10, 1557–1567. [CrossRef]
100. Somers, J.; Pöyry, T.; Willis, A.E. A perspective on mammalian upstream open reading frame function. Int. J. Biochem. Cell Biol.

2013, 45, 1690–1700. [CrossRef]
101. Caliskan, N.; Peske, F.; Rodnina, M.V. Changed in translation: mRNA recoding by −1 programmed ribosomal frameshifting.

Trends Biochem. Sci. 2015, 40, 265–274. [CrossRef]
102. Mikl, M.; Pilpel, Y.; Segal, E. High-throughput interrogation of programmed ribosomal frameshifting in human cells. Nat.

Commun. 2020, 11, 1–18. [CrossRef]
103. Belew, A.T.; Meskauskas, A.; Musalgaonkar, S.; Advani, V.M.; Sulima, S.O.; Kasprzak, W.K.; Shapiro, B.A.; Dinman, J.D. Ribosomal

frameshifting in the CCR5 mRNA is regulated by miRNAs and the NMD pathway. Nat. Cell Biol. 2014, 512, 265–269. [CrossRef]
[PubMed]

104. Chou, M.-Y.; Chang, K.-Y. An intermolecular RNA triplex provides insight into structural determinants for the pseudoknot
stimulator of −1 ribosomal frameshifting. Nucleic Acids Res. 2009, 38, 1676–1685. [CrossRef]

105. Chou, M.-Y.; Lin, S.-C.; Chang, K.-Y. Stimulation of -1 programmed ribosomal frameshifting by a metabolite-responsive RNA
pseudoknot. RNA 2010, 16, 1236–1244. [CrossRef]

106. Yu, C.-H.; Luo, J.; Iwata-Reuyl, D.; Olsthoorn, R.C.L. Exploiting preQ1 Riboswitches to Regulate Ribosomal Frameshifting. ACS
Chem. Biol. 2013, 8, 733–740. [CrossRef]

107. Cho, C.-P.; Lin, S.-C.; Chou, M.-Y.; Hsu, H.-T.; Chang, K.-Y. Regulation of Programmed Ribosomal Frameshifting by Co-
Translational Refolding RNA Hairpins. PLoS ONE 2013, 8, e62283. [CrossRef]

108. Hsu, H.-T.; Lin, Y.-H.; Chang, K.-Y. Synergetic regulation of translational reading-frame switch by ligand-responsive RNAs in
mammalian cells. Nucleic Acids Res. 2014, 42, 14070–14082. [CrossRef]

109. Lin, Y.-H.; Chang, K.Y. Rational design of a synthetic mammalian riboswitch as a ligand-responsive -1 ribosomal frame-shifting
stimulator. Nucleic Acids Res. 2016, 44, 9005–9015. [CrossRef]

http://doi.org/10.1017/S135583820202633X
http://doi.org/10.1016/S0968-0896(01)00031-1
http://doi.org/10.1073/pnas.83.9.2850
http://doi.org/10.1261/rna.2309906
http://doi.org/10.1093/nar/gkx1319
http://doi.org/10.1093/nar/gkz216
http://www.ncbi.nlm.nih.gov/pubmed/30957848
http://doi.org/10.1093/nar/gks028
http://www.ncbi.nlm.nih.gov/pubmed/22275521
http://doi.org/10.1038/nbt1069
http://www.ncbi.nlm.nih.gov/pubmed/15723047
http://doi.org/10.7554/eLife.31936
http://www.ncbi.nlm.nih.gov/pubmed/29319503
http://doi.org/10.1261/rna.2169406
http://doi.org/10.1016/j.bmcl.2011.12.118
http://doi.org/10.1021/acssynbio.7b00124
http://doi.org/10.1021/acssynbio.0c00384
http://www.ncbi.nlm.nih.gov/pubmed/33017145
http://doi.org/10.1039/C6MB00748A
http://www.ncbi.nlm.nih.gov/pubmed/27975086
http://doi.org/10.1093/jmcb/mjz091
http://www.ncbi.nlm.nih.gov/pubmed/31504667
http://doi.org/10.5493/wjem.v5.i1.11
http://www.ncbi.nlm.nih.gov/pubmed/25699230
http://doi.org/10.1002/cbic.201300362
http://www.ncbi.nlm.nih.gov/pubmed/23929633
http://doi.org/10.1016/bs.mie.2014.10.033
http://doi.org/10.1101/gad.10.12.1557
http://doi.org/10.1016/j.biocel.2013.04.020
http://doi.org/10.1016/j.tibs.2015.03.006
http://doi.org/10.1038/s41467-020-16961-8
http://doi.org/10.1038/nature13429
http://www.ncbi.nlm.nih.gov/pubmed/25043019
http://doi.org/10.1093/nar/gkp1107
http://doi.org/10.1261/rna.1922410
http://doi.org/10.1021/cb300629b
http://doi.org/10.1371/journal.pone.0062283
http://doi.org/10.1093/nar/gku1233
http://doi.org/10.1093/nar/gkw718


Pharmaceuticals 2021, 14, 554 25 of 29

110. Matsumoto, S.; Caliskan, N.; Rodnina, M.V.; Murata, A.; Nakatani, K. Small synthetic molecule-stabilized RNA pseudoknot as an
activator for –1 ribosomal frameshifting. Nucleic Acids Res. 2018, 46, 8079–8089. [CrossRef]

111. Nakatani, K.; Sando, S.; Saito, I. Scanning of guanine–guanine mismatches in DNA by synthetic ligands using surface plasmon
resonance. Nat. Biotechnol. 2001, 19, 51–55. [CrossRef] [PubMed]

112. Setten, R.; Rossi, J.J.; Han, S.-P. The current state and future directions of RNAi-based therapeutics. Nat. Rev. Drug Discov. 2019,
18, 421–446. [CrossRef] [PubMed]

113. 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]

114. Borel, F.; Mueller, C. Design of AAV Vectors for Delivery of RNAi. In Advanced Structural Safety Studies; Springer Science and
Business Media LLC: New York, NY, USA, 2019; pp. 3–18.

115. Atanasov, J.; Groher, F.; Weigand, J.E.; Suess, B. Design and implementation of a synthetic pre-miR switch for controlling miRNA
biogenesis in mammals. Nucleic Acids Res. 2017, 45, e181. [CrossRef] [PubMed]

116. Lin, M.-W.; Tseng, Y.-W.; Shen, C.-C.; Hsu, M.-N.; Hwu, J.-R.; Chang, C.-W.; Yeh, C.-J.; Chou, M.-Y.; Wu, J.-C.; Hu, Y.-C. Synthetic
switch-based baculovirus for transgene expression control and selective killing of hepatocellular carcinoma cells. Nucleic Acids
Res. 2018, 46, e93. [CrossRef]

117. Matsuura, S.; Ono, H.; Kawasaki, S.; Kuang, Y.; Fujita, Y.; Saito, H. Synthetic RNA-based logic computation in mammalian cells.
Nat. Commun. 2018, 9, 4847. [CrossRef] [PubMed]

118. An, C.-I.; Trinh, V.B.; Yokobayashi, Y. Artificial control of gene expression in mammalian cells by modulating RNA interference
through aptamer-small molecule interaction. RNA 2006, 12, 710–716. [CrossRef]

119. Beisel, C.L.; Bayer, T.S.; Hoff, K.G.; Smolke, C.D. Model-guided design of ligand-regulated RNAi for programmable control of
gene expression. Mol. Syst. Biol. 2008, 4, 224. [CrossRef]

120. Beisel, C.L.; Chen, Y.Y.; Culler, S.J.; Hoff, K.G.; Smolke, C.D. Design of small molecule-responsive microRNAs based on structural
requirements for Drosha processing. Nucleic Acids Res. 2010, 39, 2981–2994. [CrossRef]

121. Beisel, C.L.; Bloom, R.J.; Smolke, C.D. Construction of Ligand-Responsive MicroRNAs that Operate Through Inhibition of Drosha
Processing. In Advanced Structural Safety Studies; Springer Science and Business Media LLC: New York, NY, USA, 2014; Volume
1111, pp. 259–267.

122. Kumar, D.; An, C.-I.; Yokobayashi, Y. Conditional RNA Interference Mediated by Allosteric Ribozyme. J. Am. Chem. Soc. 2009,
131, 13906–13907. [CrossRef]

123. Wong, R.S.; Chen, Y.Y.; Smolke, C.D. Regulation of T cell proliferation with drug-responsive microRNA switches. Nucleic Acids
Res. 2018, 46, 1541–1552. [CrossRef]

124. Pollak, N.M.; Cooper-White, J.J.; Macdonald, J. Translational control of enzyme scavenger expression with toxin-induced micro
RNA switches. Sci. Rep. 2021, 11, 1–12. [CrossRef]

125. Mou, H.; Zhong, G.; Gardner, M.R.; Wang, H.; Wang, Y.-W.; Cheng, D.; Farzan, M. Conditional Regulation of Gene Expression by
Ligand-Induced Occlusion of a MicroRNA Target Sequence. Mol. Ther. 2018, 26, 1277–1286. [CrossRef]

126. Zhong, G.; Wang, H.; He, W.; Li, Y.; Mou, H.; Tickner, Z.J.; Tran, M.H.; Ou, T.; Yin, Y.; Diao, H.; et al. A reversible RNA on-switch
that controls gene expression of AAV-delivered therapeutics in vivo. Nat. Biotechnol. 2020, 38, 169–175. [CrossRef] [PubMed]

127. Win, M.N.; Smolke, C.D. A modular and extensible RNA-based gene-regulatory platform for engineering cellular function. Proc.
Natl. Acad. Sci. USA 2007, 104, 14283–14288. [CrossRef] [PubMed]

128. Wittmann, A.; Suess, B. Selection of tetracycline inducible self-cleaving ribozymes as synthetic devices for gene regulation in
yeast. Mol. BioSyst. 2011, 7, 2419–2427. [CrossRef] [PubMed]

129. Winkler, W.C.; Nahvi, A.; Roth, A.; Collins, J.A.; Breaker, R. Control of gene expression by a natural metabolite-responsive
ribozyme. Nat. Cell Biol. 2004, 428, 281–286. [CrossRef] [PubMed]

130. Ausländer, S.; Ketzer, P.; Hartig, J.S. A ligand-dependent hammerhead ribozyme switch for controlling mammalian gene
expression. Mol. BioSyst. 2010, 6, 807–814. [CrossRef]

131. Chen, Y.Y.; Jensen, M.C.; Smolke, C.D. Genetic control of mammalian T-cell proliferation with synthetic RNA regulatory systems.
Proc. Natl. Acad. Sci. USA 2010, 107, 8531–8536. [CrossRef] [PubMed]

132. Kobori, S.; Takahashi, K.; Yokobayashi, Y. Deep Sequencing Analysis of Aptazyme Variants Based on a Pistol Ribozyme. ACS
Synth. Biol. 2017, 6, 1283–1288. [CrossRef]

133. Mustafina, K.; Fukunaga, K.; Yokobayashi, Y. Design of Mammalian ON-Riboswitches Based on Tandemly Fused Aptamer and
Ribozyme. ACS Synth. Biol. 2019, 9, 19–25. [CrossRef]

134. Piganeau, N.; Jenne, A.; Thuillier, V.; Famulok, M. An Allosteric Ribozyme Regulated by Doxycyline. Angew. Chem. Int. Ed. 2000,
39, 4369–4373. [CrossRef]

135. Porter, E.B.; Polaski, J.T.; Morck, M.M.; Batey, R.T. Recurrent RNA motifs as scaffolds for genetically encodable small-molecule
biosensors. Nat. Chem. Biol. 2017, 13, 295–301. [CrossRef] [PubMed]

136. Beilstein, K.; Wittmann, A.; Grez, M.; Suess, B. Conditional Control of Mammalian Gene Expression by Tetracycline-Dependent
Hammerhead Ribozymes. ACS Synth. Biol. 2015, 4, 526–534. [CrossRef]

137. Kertsburg, A. A versatile communication module for controlling RNA folding and catalysis. Nucleic Acids Res. 2002, 30, 4599–4606.
[CrossRef]

http://doi.org/10.1093/nar/gky689
http://doi.org/10.1038/83505
http://www.ncbi.nlm.nih.gov/pubmed/11135552
http://doi.org/10.1038/s41573-019-0017-4
http://www.ncbi.nlm.nih.gov/pubmed/30846871
http://doi.org/10.1038/35888
http://www.ncbi.nlm.nih.gov/pubmed/9486653
http://doi.org/10.1093/nar/gkx858
http://www.ncbi.nlm.nih.gov/pubmed/29036355
http://doi.org/10.1093/nar/gky447
http://doi.org/10.1038/s41467-018-07181-2
http://www.ncbi.nlm.nih.gov/pubmed/30451868
http://doi.org/10.1261/rna.2299306
http://doi.org/10.1038/msb.2008.62
http://doi.org/10.1093/nar/gkq954
http://doi.org/10.1021/ja905596t
http://doi.org/10.1093/nar/gkx1228
http://doi.org/10.1038/s41598-021-81679-6
http://doi.org/10.1016/j.ymthe.2018.02.021
http://doi.org/10.1038/s41587-019-0357-y
http://www.ncbi.nlm.nih.gov/pubmed/31873216
http://doi.org/10.1073/pnas.0703961104
http://www.ncbi.nlm.nih.gov/pubmed/17709748
http://doi.org/10.1039/c1mb05070b
http://www.ncbi.nlm.nih.gov/pubmed/21603688
http://doi.org/10.1038/nature02362
http://www.ncbi.nlm.nih.gov/pubmed/15029187
http://doi.org/10.1039/b923076a
http://doi.org/10.1073/pnas.1001721107
http://www.ncbi.nlm.nih.gov/pubmed/20421500
http://doi.org/10.1021/acssynbio.7b00057
http://doi.org/10.1021/acssynbio.9b00371
http://doi.org/10.1002/1521-3773(20001201)39:23&lt;4369::AID-ANIE4369&gt;3.0.CO;2-N
http://doi.org/10.1038/nchembio.2278
http://www.ncbi.nlm.nih.gov/pubmed/28092358
http://doi.org/10.1021/sb500270h
http://doi.org/10.1093/nar/gkf596


Pharmaceuticals 2021, 14, 554 26 of 29

138. Beaudoin, J.-D.; Perreault, J.-P. Potassium ions modulate a G-quadruplex-ribozyme’s activity. RNA 2008, 14, 1018–1025. [CrossRef]
[PubMed]

139. Rouleau, S.G.; Jodoin, R.; Bisaillon, M.; Perreault, J.-P. Programming a Highly Structured Ribozyme into Complex Allostery Using
RNA Oligonucleotides. ACS Chem. Biol. 2012, 7, 1802–1806. [CrossRef]

140. Nomura, Y.; Zhou, L.; Miu, A.; Yokobayashi, Y. Controlling Mammalian Gene Expression by Allosteric Hepatitis Delta Virus
Ribozymes. ACS Synth. Biol. 2013, 2, 684–689. [CrossRef] [PubMed]

141. Mamonkin, M.; Mukherjee, M.; Srinivasan, M.; Sharma, S.; Gomes-Silva, D.; Mo, F.; Krenciute, G.; Orange, J.S.; Brenner,
M.K. Reversible Transgene Expression Reduces Fratricide and Permits 4-1BB Costimulation of CAR T Cells Directed to T-cell
Malignancies. Cancer Immunol. Res. 2018, 6, 47–58. [CrossRef]

142. Nawaz, W.; Huang, B.; Xu, S.; Li, Y.; Zhu, L.; Wu, Z.; Wu, X. AAV-Mediated In vivo CAR Gene Therapy for Targeting Human T
Cell Leukemia. BioRxiv 2021, 4, ysy022. [CrossRef]

143. Reid, C.; Nettesheim, E.R.; Connor, T.B.; Lipinski, D.M. Development of an inducible anti-VEGF rAAV gene therapy strategy for
the treatment of wet AMD. Sci. Rep. 2018, 8, 1–14. [CrossRef] [PubMed]

144. Nomura, Y.; Chien, H.-C.; Yokobayashi, Y. Direct screening for ribozyme activity in mammalian cells. Chem. Commun. 2017, 53,
12540–12543. [CrossRef] [PubMed]

145. Felletti, M.; Stifel, J.; Wurmthaler, L.A.; Geiger, S.; Hartig, J.S. Twister ribozymes as highly versatile expression platforms for
artificial riboswitches. Nat. Commun. 2016, 7, 12834. [CrossRef]

146. Stieger, K.; Belbellaa, B.; Le Guiner, C.; Moullier, P.; Rolling, F. In vivo gene regulation using tetracycline-regulatable systems. Adv.
Drug Deliv. Rev. 2009, 61, 527–541. [CrossRef]

147. Wurmthaler, L.A.; Klauser, B.; Hartig, J.S. Highly motif- and organism-dependent effects of naturally occurring hammerhead
ribozyme sequences on gene expression. RNA Biol. 2017, 15, 231–241. [CrossRef]

148. Fritz, J.J.; White, D.A.; Lewin, A.S.; Hauswirth, W.W. Designing and characterizing hammerhead ribozymes for use in AAV
vector-mediated retinal gene therapies. Methods Enzymol. 2002, 346, 358–377. [CrossRef]

149. Yen, L.; Svendsen, J.; Lee, J.-S.; Gray, J.T.; Magnier, M.; Baba, T.; D’Amato, R.J.; Mulligan, R.C. Exogenous control of mammalian
gene expression through modulation of RNA self-cleavage. Nat. Cell Biol. 2004, 431, 471–476. [CrossRef] [PubMed]

150. Morcos, P.A.; Li, Y.; Jiang, S. Vivo-Morpholinos: A non-peptide transporter delivers Morpholinos into a wide array of mouse
tissues. BioTechniques 2008, 45, 613–623. [CrossRef]

151. Dhuri, K.; Bechtold, C.; Quijano, E.; Pham, H.; Gupta, A.; Vikram, A.; Bahal, R. Antisense Oligonucleotides: An Emerging Area in
Drug Discovery and Development. J. Clin. Med. 2020, 9, 2004. [CrossRef] [PubMed]

152. Wadman, M. Promising drug for Huntington disease fails in major trial. Science 2021. [CrossRef]
153. Zhong, G.; Wang, H.; Bailey, C.C.; Gao, G.; Farzan, M. Rational design of aptazyme riboswitches for efficient control of gene

expression in mammalian cells. eLife 2016, 5, e18858. [CrossRef] [PubMed]
154. Strobel, B.; Düchs, M.J.; Blazevic, D.; Rechtsteiner, P.; Braun, C.; Baum-Kroker, K.S.; Schmid, B.; Ciossek, T.; Gottschling, D.; Hartig,

J.S.; et al. A Small-Molecule-Responsive Riboswitch Enables Conditional Induction of Viral Vector-Mediated Gene Expression in
Mice. ACS Synth. Biol. 2020, 9, 1292–1305. [CrossRef]

155. Ausländer, S.; Stücheli, P.; Rehm, C.; Ausländer, D.; Hartig, J.S.; Fussenegger, M. A general design strategy for protein-responsive
riboswitches in mammalian cells. Nat. Chem. Biol. 2014, 11, 1154–1160. [CrossRef]

156. Robertson, M.P.; Ellington, A. In vitro selection of an allosteric ribozyme that transduces analytes to amplicons. Nat. Biotechnol.
1999, 17, 62–66. [CrossRef]

157. Koizumi, M.; Soukup, G.A.; Kerr, J.N.; Breaker, R. Allosteric selection of ribozymes that respond to the second messengers cGMP
and cAMP. Nat. Genet. 1999, 6, 1062–1071. [CrossRef]

158. Ferguson, A.; Boomer, R.M.; Kurz, M.; Keene, S.C.; Diener, J.L.; Keefe, A.D.; Wilson, C.; Cload, S.T. A novel strategy for selection of
allosteric ribozymes yields RiboReporter™ sensors for caffeine and aspartame. Nucleic Acids Res. 2004, 32, 1756–1766. [CrossRef]
[PubMed]

159. Piganeau, N.; Thuillier, V.; Famulok, M. In vitro selection of allosteric ribozymes: Theory and experimental validation. J. Mol.
Biol. 2001, 312, 1177–1190. [CrossRef] [PubMed]

160. Gu, H.; Furukawa, K.; Breaker, R.R. Engineered Allosteric Ribozymes That Sense the Bacterial Second Messenger Cyclic
Diguanosyl 5′-Monophosphate. Anal. Chem. 2012, 84, 4935–4941. [CrossRef]

161. Furukawa, K.; Gu, H.; Breaker, R.R. In Vitro Selection of Allosteric Ribozymes that Sense the Bacterial Second Messenger c-di-GMP.
In Artificial Riboswitches: Methods and Protocols; Humana Press: New York, NY, USA, 2014; Volume 1111, pp. 209–220.

162. Kobori, S.; Nomura, Y.; Miu, A.; Yokobayashi, Y. High-throughput assay and engineering of self-cleaving ribozymes by sequencing.
Nucleic Acids Res. 2015, 43, e85. [CrossRef]

163. Jenison, R.D.; Gill, S.C.; Pardi, A.; Polisky, B. High-resolution molecular discrimination by RNA. Science 1994, 263, 1425–1429.
[CrossRef] [PubMed]

164. Goler, J.A.; Carothers, J.M.; Keasling, J.D. Dual-Selection for Evolution of In Vivo Functional Aptazymes as Riboswitch Parts.
In Advanced Structural Safety Studies; Springer Science and Business Media LLC: New York, NY, USA, 2014; Volume 1111,
pp. 221–235.

165. Wieland, M.; Hartig, J.S. Improved Aptazyme Design and In Vivo Screening Enable Riboswitching in Bacteria. Angew. Chem. Int.
Ed. 2008, 47, 2604–2607. [CrossRef]

http://doi.org/10.1261/rna.963908
http://www.ncbi.nlm.nih.gov/pubmed/18456841
http://doi.org/10.1021/cb300319m
http://doi.org/10.1021/sb400037a
http://www.ncbi.nlm.nih.gov/pubmed/23697539
http://doi.org/10.1158/2326-6066.CIR-17-0126
http://doi.org/10.1101/2021.02.15.431201
http://doi.org/10.1038/s41598-018-29726-7
http://www.ncbi.nlm.nih.gov/pubmed/30082848
http://doi.org/10.1039/C7CC07815C
http://www.ncbi.nlm.nih.gov/pubmed/29109987
http://doi.org/10.1038/ncomms12834
http://doi.org/10.1016/j.addr.2008.12.016
http://doi.org/10.1080/15476286.2017.1397870
http://doi.org/10.1016/s0076-6879(02)46066-1
http://doi.org/10.1038/nature02844
http://www.ncbi.nlm.nih.gov/pubmed/15386015
http://doi.org/10.2144/000113005
http://doi.org/10.3390/jcm9062004
http://www.ncbi.nlm.nih.gov/pubmed/32604776
http://doi.org/10.1126/science.abi6722
http://doi.org/10.7554/eLife.18858
http://www.ncbi.nlm.nih.gov/pubmed/27805569
http://doi.org/10.1021/acssynbio.9b00410
http://doi.org/10.1038/nmeth.3136
http://doi.org/10.1038/5236
http://doi.org/10.1038/14947
http://doi.org/10.1093/nar/gkh336
http://www.ncbi.nlm.nih.gov/pubmed/15026535
http://doi.org/10.1006/jmbi.2001.4981
http://www.ncbi.nlm.nih.gov/pubmed/11580234
http://doi.org/10.1021/ac300415k
http://doi.org/10.1093/nar/gkv265
http://doi.org/10.1126/science.7510417
http://www.ncbi.nlm.nih.gov/pubmed/7510417
http://doi.org/10.1002/anie.200703700


Pharmaceuticals 2021, 14, 554 27 of 29

166. Muranaka, N.; Sharma, V.; Nomura, Y.; Yokobayashi, Y. An efficient platform for genetic selection and screening of gene switches
in Escherichia coli. Nucleic Acids Res. 2009, 37, e39. [CrossRef]

167. Packer, M.S.; Liu, D.R. Methods for the directed evolution of proteins. Nat. Rev. Genet. 2015, 16, 379–394. [CrossRef] [PubMed]
168. Stifel, J.; Spöring, M.; Hartig, J.S. Expanding the toolbox of synthetic riboswitches with guanine-dependent aptazymes. Synth.

Biol. 2019, 4, ysy022. [CrossRef] [PubMed]
169. Zhang, Y.; Wang, J.; Cheng, H.; Sun, Y.; Liu, M.; Wu, Z.; Pei, R. Conditional control of suicide gene expression in tumor cells with

theophylline-responsive ribozyme. Gene Ther. 2016, 24, 84–91. [CrossRef] [PubMed]
170. Pu, Q.; Zhou, S.; Huang, X.; Yuan, Y.; Du, F.; Dong, J.; Chen, G.; Cui, X.; Tang, Z. Intracellular Selection of Theophylline-Sensitive

Hammerhead Aptazyme. Mol. Ther. Nucleic Acids 2020, 20, 400–408. [CrossRef]
171. Xiang, J.S.; Kaplan, M.; Dykstra, P.; Hinks, M.; McKeague, M.; Smolke, C.D. Massively parallel RNA device engineering in

mammalian cells with RNA-Seq. Nat. Commun. 2019, 10, 1–16. [CrossRef]
172. Strobel, B.; Spöring, M.; Klein, H.; Blazevic, D.; Rust, W.; Sayols, S.; Hartig, J.S.; Kreuz, S. High-throughput identification of

synthetic riboswitches by barcode-free amplicon-sequencing in human cells. Nat. Commun. 2020, 11, 1–12. [CrossRef]
173. Townshend, B.; Xiang, J.S.; Manzanarez, G.; Hayden, E.J.; Smolke, C.D. A multiplexed, automated evolution pipeline enables

scalable discovery and characterization of biosensors. Nat. Commun. 2021, 12, 1–15. [CrossRef]
174. Adli, M. The CRISPR tool kit for genome editing and beyond. Nat. Commun. 2018, 9, 1–13. [CrossRef]
175. Zhan, H.; Ding, M.; Zhou, Q.; Li, A.; Cai, Z.; Huang, W.; Liu, Y. Improving transgene expression and CRISPR-Cas9 efficiency with

molecular engineering-based molecules. Clin. Transl. Med. 2020, 10, e194. [CrossRef] [PubMed]
176. Kim, E.; Koo, T.; Park, S.W.; Kim, D.; Kim, K.; Cho, H.-Y.; Song, D.W.; Lee, K.J.; Jung, M.H.; Kim, S.; et al. In vivo genome editing

with a small Cas9 orthologue derived from Campylobacter jejuni. Nat. Commun. 2017, 8, 14500. [CrossRef] [PubMed]
177. Ibraheim, R.; Song, C.-Q.; Mir, A.; Amrani, N.; Xue, W.; Sontheimer, E.J. All-in-one adeno-associated virus delivery and genome

editing by Neisseria meningitidis Cas9 in vivo. Genome Biol. 2018, 19, 1–11. [CrossRef]
178. Swiech, L.; Heidenreich, M.; Banerjee, A.; Habib, N.; Li, Y.; Trombetta, J.J.; Sur, M.; Zhang, F. In vivo interrogation of gene function

in the mammalian brain using CRISPR-Cas9. Nat. Biotechnol. 2015, 33, 102–106. [CrossRef]
179. Ran, F.A.; Cong, L.; Yan, W.X.; Scott, D.A.; Gootenberg, J.; Kriz, A.J.; Zetsche, B.; Shalem, O.; Wu, X.; Makarova, K.S.; et al. In vivo

genome editing using Staphylococcus aureus Cas9. Nat. Cell Biol. 2015, 520, 186–191. [CrossRef]
180. Collantes, J.C.; Tan, V.M.; Xu, H.; Ruiz-Urigüen, M.; Alasadi, A.; Guo, J.; Tao, H.; Su, C.; Tyc, K.M.; Selmi, T.; et al. Development

and Characterization of a Modular CRISPR and RNA Aptamer Mediated Base Editing System. CRISPR J. 2021, 4, 58–68.
[CrossRef]

181. Carlson-Stevermer, J.; Abdeen, A.A.; Kohlenberg, L.; Goedland, M.; Molugu, K.; Lou, M.; Saha, K. Assembly of CRISPR
ribonucleoproteins with biotinylated oligonucleotides via an RNA aptamer for precise gene editing. Nat. Commun. 2017, 8, 1–13.
[CrossRef]

182. Wang, S.; Su, J.-H.; Zhang, F.; Zhuang, X. An RNA-aptamer-based two-color CRISPR labeling system. Sci. Rep. 2016, 6, 26857.
[CrossRef] [PubMed]

183. Kumar, N.; Stanford, W.; De Solis, C.; Aradhana; Abraham, N.D.; Dao, T.-M.J.; Thaseen, S.; Sairavi, A.; Gonzalez, C.U.; Ploski,
J.E. The Development of an AAV-Based CRISPR SaCas9 Genome Editing System That Can Be Delivered to Neurons in vivo and
Regulated via Doxycycline and Cre-Recombinase. Front. Mol. Neurosci. 2018, 11, 413. [CrossRef]

184. Kundert, K.; Lucas, J.E.; Watters, K.E.; Fellmann, C.; Ng, A.H.; Heineike, B.; Fitzsimmons, C.M.; Oakes, B.L.; Qu, J.; Prasad, N.;
et al. Controlling CRISPR-Cas9 with ligand-activated and ligand-deactivated sgRNAs. Nat. Commun. 2019, 10, 1–11. [CrossRef]

185. Iwasaki, R.S.; Ozdilek, B.A.; Garst, A.D.; Choudhury, A.; Batey, R.T. Small molecule regulated sgRNAs enable control of genome
editing in E. coli by Cas9. Nat. Commun. 2020, 11, 1–9. [CrossRef]

186. Lin, B.; An, Y.; Meng, L.; Zhang, H.; Song, J.; Zhu, Z.; Liu, W.; Song, Y.; Yang, C. Control of CRISPR-Cas9 with small molecule-
activated allosteric aptamer regulating sgRNAs. Chem. Commun. 2019, 55, 12223–12226. [CrossRef]

187. Liu, Y.; Zhan, Y.; Chen, Z.; He, A.; Li, J.; Wu, H.; Liu, L.; Zhuang, C.; Lin, J.; Guo, X.; et al. Directing cellular information flow via
CRISPR signal conductors. Nat. Methods 2016, 13, 938–944. [CrossRef] [PubMed]

188. Tang, W.; Hu, J.H.; Liu, D.R. Aptazyme-embedded guide RNAs enable ligand-responsive genome editing and transcriptional
activation. Nat. Commun. 2017, 8, 15939. [CrossRef] [PubMed]

189. Lin, J.; Liu, Y.; Lai, P.; Ye, H.; Xu, L. Conditional guide RNA through two intermediate hairpins for programmable CRISPR/Cas9
function: Building regulatory connections between endogenous RNA expressions. Nucleic Acids Res. 2020, 48, 11773–11784.
[CrossRef] [PubMed]

190. Zhuang, C.; Zhuang, C.; Zhou, Q.; Huang, X.; Gui, Y.; Lai, Y.; Yang, S. Engineered CRISPR/Cas13d Sensing hTERT Selectively
Inhibits the Progression of Bladder Cancer In Vitro. Front. Mol. Biosci. 2021, 8. [CrossRef]

191. Nathwani, A.C.; Rosales, C.; McIntosh, J.; Rastegarlari, G.; Nathwani, D.; Raj, D.; Nawathe, S.; Waddington, S.N.; Bronson,
R.; Jackson, S.; et al. Long-term Safety and Efficacy Following Systemic Administration of a Self-complementary AAV Vector
Encoding Human FIX Pseudotyped With Serotype 5 and 8 Capsid Proteins. Mol. Ther. 2011, 19, 876–885. [CrossRef]

192. Li, A.; Lee, C.; Hurley, A.E.; Jarrett, K.E.; De Giorgi, M.; Lu, W.; Balderrama, K.S.; Doerfler, A.M.; Deshmukh, H.; Ray, A.; et al. A
Self-Deleting AAV-CRISPR System for In Vivo Genome Editing. Mol. Ther. Methods Clin. Dev. 2019, 12, 111–122. [CrossRef]

193. Farzan, M. A Safety Switch for an Effective HIV-1 Vaccine. Available online: https://grantome.com/grant/NIH/DP1-DA043912-
01 (accessed on 7 May 2021).

http://doi.org/10.1093/nar/gkp039
http://doi.org/10.1038/nrg3927
http://www.ncbi.nlm.nih.gov/pubmed/26055155
http://doi.org/10.1093/synbio/ysy022
http://www.ncbi.nlm.nih.gov/pubmed/32995528
http://doi.org/10.1038/gt.2016.78
http://www.ncbi.nlm.nih.gov/pubmed/27874855
http://doi.org/10.1016/j.omtn.2020.03.001
http://doi.org/10.1038/s41467-019-12334-y
http://doi.org/10.1038/s41467-020-14491-x
http://doi.org/10.1038/s41467-021-21716-0
http://doi.org/10.1038/s41467-018-04252-2
http://doi.org/10.1002/ctm2.194
http://www.ncbi.nlm.nih.gov/pubmed/33135339
http://doi.org/10.1038/ncomms14500
http://www.ncbi.nlm.nih.gov/pubmed/28220790
http://doi.org/10.1186/s13059-018-1515-0
http://doi.org/10.1038/nbt.3055
http://doi.org/10.1038/nature14299
http://doi.org/10.1089/crispr.2020.0035
http://doi.org/10.1038/s41467-017-01875-9
http://doi.org/10.1038/srep26857
http://www.ncbi.nlm.nih.gov/pubmed/27229896
http://doi.org/10.3389/fnmol.2018.00413
http://doi.org/10.1038/s41467-019-09985-2
http://doi.org/10.1038/s41467-020-15226-8
http://doi.org/10.1039/C9CC05531B
http://doi.org/10.1038/nmeth.3994
http://www.ncbi.nlm.nih.gov/pubmed/27595406
http://doi.org/10.1038/ncomms15939
http://www.ncbi.nlm.nih.gov/pubmed/28656978
http://doi.org/10.1093/nar/gkaa842
http://www.ncbi.nlm.nih.gov/pubmed/33068434
http://doi.org/10.3389/fmolb.2021.646412
http://doi.org/10.1038/mt.2010.274
http://doi.org/10.1016/j.omtm.2018.11.009
https://grantome.com/grant/NIH/DP1-DA043912-01
https://grantome.com/grant/NIH/DP1-DA043912-01


Pharmaceuticals 2021, 14, 554 28 of 29

194. Gu, H.; Furukawa, K.; Weinberg, Z.; Berenson, D.F.; Breaker, R.R. Small, Highly Active DNAs That Hydrolyze DNA. J. Am. Chem.
Soc. 2013, 135, 9121–9129. [CrossRef] [PubMed]

195. Chandra, M.; Sachdeva, A.; Silverman, S.K. DNA-catalyzed sequence-specific hydrolysis of DNA. Nat. Chem. Biol. 2009, 5,
718–720. [CrossRef] [PubMed]

196. Velez, T.E.; Singh, J.; Xiao, Y.; Allen, E.C.; Wong, O.Y.; Chandra, M.; Kwon, S.C.; Silverman, S.K. Systematic Evaluation of the
Dependence of Deoxyribozyme Catalysis on Random Region Length. ACS Comb. Sci. 2012, 14, 680–687. [CrossRef]

197. Carmi, N.; Balkhi, S.R.; Breaker, R. Cleaving DNA with DNA. Proc. Natl. Acad. Sci. USA 1998, 95, 2233–2237. [CrossRef]
198. Gysbers, R.; Tram, K.; Gu, J.; Li, Y. Evolution of an Enzyme from a Noncatalytic Nucleic Acid Sequence. Sci. Rep. 2015, 5, 11405.

[CrossRef] [PubMed]
199. Wang, Y.; Yang, J.; Yuan, X.; Cao, J.; Xu, J.; Chaput, J.C.; Li, Z.; Yu, H. A Novel Small RNA-Cleaving Deoxyribozyme with a Short

Binding Arm. Sci. Rep. 2019, 9, 8224. [CrossRef] [PubMed]
200. Zhang, X.-B.; Kong, R.-M.; Lu, Y. Metal Ion Sensors Based on DNAzymes and Related DNA Molecules. Annu. Rev. Anal. Chem.

2011, 4, 105–128. [CrossRef]
201. Isaka, Y. DNAzymes as potential therapeutic molecules. Curr. Opin. Mol. Ther. 2007, 9, 132–136.
202. Egrimpe, B. Deoxyribozymes: New Therapeutics to Treat Central Nervous System Disorders. Front. Mol. Neurosci. 2011, 4, 25.

[CrossRef]
203. Adornetto, G.; Porchetta, A.; Palleschi, G.; Plaxco, K.W.; Ricci, F. A general approach to the design of allosteric, transcription

factor-regulated DNAzymes. Chem. Sci. 2015, 6, 3692–3696. [CrossRef]
204. Mao, X.; Simon, A.J.; Pei, H.; Shi, J.; Li, J.; Huang, Q.; Plaxco, K.W.; Fan, C. Activity modulation and allosteric control of a

scaffolded DNAzyme using a dynamic DNA nanostructure. Chem. Sci. 2015, 7, 1200–1204. [CrossRef] [PubMed]
205. Rossetti, M.; Ranallo, S.; Idili, A.; Palleschi, G.; Porchetta, A.; Ricci, F. Allosteric DNA nanoswitches for controlled release of a

molecular cargo triggered by biological inputs. Chem. Sci. 2016, 8, 914–920. [CrossRef]
206. Roberts, T.C.; Langer, R.; Wood, M.J.A. Advances in oligonucleotide drug delivery. Nat. Rev. Drug Discov. 2020, 19, 673–694.

[CrossRef]
207. Lee, C.H.; Han, S.R.; Lee, S.-W. Therapeutic Applications of Aptamer-Based Riboswitches. Nucleic Acid Ther. 2016, 26, 44–51.

[CrossRef]
208. Bunn, H.F. Erythropoietin. Cold Spring Harb. Perspect. Med. 2013, 3, a011619. [CrossRef]
209. Rivera, V.M.; Gao, G.-P.; Grant, R.L.; Schnell, M.A.; Zoltick, P.W.; Rozamus, L.W.; Clackson, T.; Wilson, J. Long-term pharmaco-

logically regulated expression of erythropoietin in primates following AAV-mediated gene transfer. Blood 2005, 105, 1424–1430.
[CrossRef]

210. Tao, Y.; Zhu, Q.; Wang, L.; Zha, X.; Teng, D.; Xu, L. Adeno-associated virus (AAV)-mediated neuroprotective effects on the
degenerative retina: The therapeutic potential of erythropoietin. Fundam. Clin. Pharmacol. 2020, 34, 131–147. [CrossRef]

211. Xue, Y.-Q.; Ma, B.-F.; Zhao, L.-R.; Tatom, J.B.; Li, B.; Jiang, L.-X.; Klein, R.L.; Duan, W.-M. AAV9-mediated erythropoietin gene
delivery into the brain protects nigral dopaminergic neurons in a rat model of Parkinson’s disease. Gene Ther. 2009, 17, 83–94.
[CrossRef]

212. Johnston, J.; Tazelaar, J.; Rivera, V.M.; Clackson, T.; Gao, G.-P.; Wilson, J.M. Regulated expression of erythropoietin from an AAV
vector safely improves the anemia of β-thalassemia in a mouse model. Mol. Ther. 2003, 7, 493–497. [CrossRef]

213. Samakoglu, S.; Bohl, D.; Heard, J.M. Mechanisms Leading to Sustained Reversion of β-Thalassemia in Mice by Doxycycline-
Controlled Epo Delivery from Muscles. Mol. Ther. 2002, 6, 793–803. [CrossRef]

214. Gao, G.; Lebherz, C.; Weiner, D.J.; Grant, R.; Calcedo, R.; McCullough, B.; Bagg, A.; Zhang, Y.; Wilson, J.M. Erythropoietin gene
therapy leads to autoimmune anemia in macaques. Blood 2004, 103, 3300–3302. [CrossRef]

215. Sebestyen, M. Protein-free Regulation of Erythropoietin Expression by a Drug-Sensing Riboswitch. Available online: https:
//www.sbir.gov/sbirsearch/detail/236751 (accessed on 7 May 2021).

216. Boyne, A.R.; Danos, O.F.; Volles, M.J.; Guo, X. Regulation of Gene Expression by Aptamer-Mediated Modulation of Alternative
Splicing. Available online: https://patents.google.com/patent/US20200087683A1/en (accessed on 7 May 2021).

217. Sanders, J.W.; Ponzio, T.A. Vectored immunoprophylaxis: An emerging adjunct to traditional vaccination. Trop. Dis. Travel Med.
Vaccines 2017, 3, 1–6. [CrossRef]

218. Burton, D.R. Advancing an HIV vaccine; advancing vaccinology. Nat. Rev. Immunol. 2019, 19, 77–78. [CrossRef]
219. Gulick, R.M.; Flexner, C. Long-Acting HIV Drugs for Treatment and Prevention. Annu. Rev. Med. 2019, 70, 137–150. [CrossRef]
220. Niessl, J.; Baxter, A.E.; Mendoza, P.; Jankovic, M.; Cohen, Y.Z.; Butler, A.L.; Lu, C.-L.; Dube, M.; Shimeliovich, I.; Grüll, H.; et al.

Combination anti-HIV-1 antibody therapy is associated with increased virus-specific T cell immunity. Nat. Med. 2020, 26, 222–227.
[CrossRef]

221. Lewis, A.D.; Chen, R.; Montefiori, D.C.; Johnson, P.R.; Clark, K.R. Generation of Neutralizing Activity against Human Immunod-
eficiency Virus Type 1 in Serum by Antibody Gene Transfer. J. Virol. 2002, 76, 8769–8775. [CrossRef]

222. Balazs, A.B.; Bloom, J.; Hong, C.M.; Rao, D.; Baltimore, D. Broad protection against influenza infection by vectored immunopro-
phylaxis in mice. Nat. Biotechnol. 2013, 31, 647–652. [CrossRef] [PubMed]

223. De Jong, Y.P.; Dorner, M.; Mommersteeg, M.; Xiao, J.W.; Balazs, A.B.; Robbins, J.B.; Winer, B.Y.; Gerges, S.; Vega, K.; Labitt, R.N.;
et al. Broadly neutralizing antibodies abrogate established hepatitis C virus infection. Sci. Transl. Med. 2014, 6, 254ra129.
[CrossRef]

http://doi.org/10.1021/ja403585e
http://www.ncbi.nlm.nih.gov/pubmed/23679108
http://doi.org/10.1038/nchembio.201
http://www.ncbi.nlm.nih.gov/pubmed/19684594
http://doi.org/10.1021/co300111f
http://doi.org/10.1073/pnas.95.5.2233
http://doi.org/10.1038/srep11405
http://www.ncbi.nlm.nih.gov/pubmed/26091540
http://doi.org/10.1038/s41598-019-44750-x
http://www.ncbi.nlm.nih.gov/pubmed/31160698
http://doi.org/10.1146/annurev.anchem.111808.073617
http://doi.org/10.3389/fnmol.2011.00025
http://doi.org/10.1039/C5SC00228A
http://doi.org/10.1039/C5SC03705K
http://www.ncbi.nlm.nih.gov/pubmed/29910875
http://doi.org/10.1039/C6SC03404G
http://doi.org/10.1038/s41573-020-0075-7
http://doi.org/10.1089/nat.2015.0570
http://doi.org/10.1101/cshperspect.a011619
http://doi.org/10.1182/blood-2004-06-2501
http://doi.org/10.1111/fcp.12494
http://doi.org/10.1038/gt.2009.113
http://doi.org/10.1016/S1525-0016(03)00043-1
http://doi.org/10.1006/mthe.2002.0810
http://doi.org/10.1182/blood-2003-11-3852
https://www.sbir.gov/sbirsearch/detail/236751
https://www.sbir.gov/sbirsearch/detail/236751
https://patents.google.com/patent/US20200087683A1/en
http://doi.org/10.1186/s40794-017-0046-0
http://doi.org/10.1038/s41577-018-0103-6
http://doi.org/10.1146/annurev-med-041217-013717
http://doi.org/10.1038/s41591-019-0747-1
http://doi.org/10.1128/JVI.76.17.8769-8775.2002
http://doi.org/10.1038/nbt.2618
http://www.ncbi.nlm.nih.gov/pubmed/23728362
http://doi.org/10.1126/scitranslmed.3009512


Pharmaceuticals 2021, 14, 554 29 of 29

224. Skaricic, D.; Traube, C.; De, B.; Joh, J.; Boyer, J.; Crystal, R.G.; Worgall, S. Genetic delivery of an anti-RSV antibody to protect
against pulmonary infection with RSV. Virology 2008, 378, 79–85. [CrossRef] [PubMed]

225. Flingai, S.; Plummer, E.M.; Patel, A.; Shresta, S.; Mendoza, J.M.; Broderick, K.E.; Sardesai, N.Y.; Muthumani, K.; Weiner, D.B.
Protection against dengue disease by synthetic nucleic acid antibody prophylaxis/immunotherapy. Sci. Rep. 2015, 5, 12616.
[CrossRef]

226. Muthumani, K.; Block, P.; Flingai, S.; Muruganantham, N.; Chaaithanya, I.K.; Tingey, C.; Wise, M.; Reuschel, E.L.; Chung, C.;
Muthumani, A.; et al. Rapid and Long-Term Immunity Elicited by DNA-Encoded Antibody Prophylaxis and DNA Vaccination
Against Chikungunya Virus. J. Infect. Dis. 2016, 214, 369–378. [CrossRef] [PubMed]

227. Rghei, A.D.; Van Lieshout, L.P.; Santry, L.A.; Guilleman, M.M.; Thomas, S.P.; Susta, L.; Karimi, K.; Bridle, B.W.; Wootton, S.K.
AAV Vectored Immunoprophylaxis for Filovirus Infections. Trop. Med. Infect. Dis. 2020, 5, 169. [CrossRef]

228. De, B.P.; Hackett, N.R.; Crystal, R.G.; Boyer, J.L. Rapid/Sustained Anti-anthrax Passive Immunity Mediated by Co-administration
of Ad/AAV. Mol. Ther. 2008, 16, 203–209. [CrossRef] [PubMed]

229. Deal, C.; Balazs, A.B.; Espinosa, D.A.; Zavala, F.; Baltimore, D.; Ketner, G. Vectored antibody gene delivery protects against
Plasmodium falciparum sporozoite challenge in mice. Proc. Natl. Acad. Sci. USA 2014, 111, 12528–12532. [CrossRef] [PubMed]

230. Priddy, F.H.; Lewis, D.J.M.; Gelderblom, H.C.; Hassanin, H.; Streatfield, C.; LaBranche, C.; Hare, J.; Cox, J.; Dally, L.; Bendel, D.;
et al. Adeno-associated virus vectored immunoprophylaxis to prevent HIV in healthy adults: A phase 1 randomised controlled
trial. Lancet HIV 2019, 6, e230–e239. [CrossRef]

231. Mingozzi, F.; Hasbrouck, N.C.; Basner-Tschakarjan, E.; Edmonson, S.A.; Hui, D.J.; Sabatino, D.E.; Zhou, S.; Wright, J.F.; Jiang, H.;
Pierce, G.F.; et al. Modulation of tolerance to the transgene product in a nonhuman primate model of AAV-mediated gene transfer
to liver. Blood 2007, 110, 2334–2341. [CrossRef]

232. Martino, A.T.; Suzuki, M.; Markusic, D.M.; Zolotukhin, I.; Ryals, R.C.; Moghimi, B.; Ertl, H.C.J.; Muruve, D.A.; Lee, B.;
Herzog, R.W. The genome of self-complementary adeno-associated viral vectors increases Toll-like receptor 9–dependent innate
immune responses in the liver. Blood 2011, 117, 6459–6468. [CrossRef]

233. Markusic, D.; Herzog, R.W. Hepatic Gene Transfer of Factor IX Reverses Inhibitors and Protects From Anaphylaxis in a Murine
Hemophilia B Model. Blood 2011, 118, 669. [CrossRef]

234. Gardner, M.R.; Kattenhorn, L.M.; Kondur, H.R.; von Schaewen, M.; Dorfman, T.; Chiang, J.J.; Haworth, K.G.; Decker, J.M.; Alpert,
M.D.; Bailey, C.C.; et al. AAV-expressed eCD4-Ig provides durable protection from multiple SHIV challenges. Nat. Cell Biol. 2015,
519, 87–91. [CrossRef]

235. Mingozzi, F.; High, K.A. Immune responses to AAV vectors: Overcoming barriers to successful gene therapy. Blood 2013, 122,
23–36. [CrossRef]

236. Herzog, R.W.; Mount, J.D.; Arruda, V.R.; High, K.A.; Lothrop, C.D., Jr. Muscle-Directed Gene Transfer and Transient Immune
Suppression Result in Sustained Partial Correction of Canine Hemophilia B Caused by a Null Mutation. Mol. Ther. 2001, 4,
192–200. [CrossRef]

237. Gardner, M.R. Promise and Progress of an HIV-1 Cure by Adeno-Associated Virus Vector Delivery of Anti-HIV-1 Biologics. Front.
Cell. Infect. Microbiol. 2020, 10, 176. [CrossRef] [PubMed]

238. Defense Advanced Research Projects Agency. Dialing Up the Body’s Defenses Against Public Health and National Security
Threats. Available online: https://www.darpa.mil/news-events/2018-05-25 (accessed on 7 May 2021).

http://doi.org/10.1016/j.virol.2008.04.016
http://www.ncbi.nlm.nih.gov/pubmed/18556039
http://doi.org/10.1038/srep12616
http://doi.org/10.1093/infdis/jiw111
http://www.ncbi.nlm.nih.gov/pubmed/27001960
http://doi.org/10.3390/tropicalmed5040169
http://doi.org/10.1038/sj.mt.6300344
http://www.ncbi.nlm.nih.gov/pubmed/18059375
http://doi.org/10.1073/pnas.1407362111
http://www.ncbi.nlm.nih.gov/pubmed/25114213
http://doi.org/10.1016/S2352-3018(19)30003-7
http://doi.org/10.1182/blood-2007-03-080093
http://doi.org/10.1182/blood-2010-10-314518
http://doi.org/10.1182/blood.V118.21.669.669
http://doi.org/10.1038/nature14264
http://doi.org/10.1182/blood-2013-01-306647
http://doi.org/10.1006/mthe.2001.0442
http://doi.org/10.3389/fcimb.2020.00176
http://www.ncbi.nlm.nih.gov/pubmed/32391289
https://www.darpa.mil/news-events/2018-05-25

	Introduction 
	Riboswitch Regulation of Transgene Expression in Mammals 
	Riboswitches Regulating mRNA Processing 
	Riboswitches Controlling Translation Initiation 
	Riboswitches Controlling Alternative Initiation Mechanisms 
	Programmed Ribosomal Frameshifting Switches 
	RNA Interference-Based Riboswitches 
	Catalytic Riboswitches 
	Improving the Function of Aptazyme Riboswitches 
	Regulation of CRISPR-Cas Activity by Riboswitches 
	Deoxyribozyme Switches 

	Therapeutic Applications of Riboswitches 
	Regulation of Erythropoeitin Expression 
	Regulation of Vectored Immunoprophylaxis 

	Conclusions 
	References

