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As the most valuable feature of the CRISPR system, the programmability based on
Watson–Crick base pairing has been widely exploited in engineering RNA sensors. The
base pairing in these systems offers a connection between the RNA of interest and the
CRISPR effector, providing a highly specific mechanism for RNA detection both in vivo
and in vitro. In the last decade, despite the many successful RNA sensing approaches
developed during the era of CRISPR explosion, a deeper understanding of the character-
istics of CRISPR systems and the continuous expansion of the CRISPR family members
indicates that the CRISPR-based RNA sensor remains a promising area from which a
variety of new functions and applications can be engineered. Here, we present a system-
atic overview of the various strategies of engineering CRISPR gRNA for programmable
RNA detection with an aim to clarify the role of gRNA’s programmability among the
present limitations and future development of CRISPR-enabled RNA sensors.

Introduction
The Clustered Regularly Interspaced Short Palindromic Repeats (CRISPR) system originated from the
war between selfish genetic elements. Although it was thought to be a part of the bacterial immune
mechanisms, unlike the early understanding, recent research shows that the CRISPR system also exists
in phage and mobile genetic elements with incredible diversity and wide distribution [1–8], which has
far exceeded the concept of the ‘immune mechanism of bacteria’. A typical CRISPR system is triggered
by the complementary pairing of the guide RNA (gRNA) and their target DNA or RNA for identify-
ing the friend and foe. The guide RNA can be either a single molecule or two separate parts. Taking
the CRISPR/Cas9 system as an example of the type II CRISPR systems, the guide RNAs of Cas9 are
naturally composed of a trans-activating CRISPR RNA (tracrRNA) and a CRISPR RNA (crRNA). The
tracrRNA can bind to Cas9 as a handle while pairing with the crRNA, and the crRNA contains the
spacer sequence directing the CRISPR complex to its target DNA. The crRNA and tracrRNA are gen-
erally fused as a single-guide RNA (sgRNA), which is widely used to achieve CRISPR functions for
engineering purposes [9]. In the case of CRISPR/Cas12a, the representative of the type V CRISPR
systems, its gRNA is naturally a single crRNA composed of a handle for Cas12a binding and a spacer
for DNA targeting [10]. As the subsequent events of the DNA/RNA targeting, the activated CRISPR
effectors of various mechanisms can degrade the target molecules, mediate DNA insertion, regulate
transcription, cause cell death, or trigger an abortive phage infection response.
The programmable recognition of nucleic acid sequences is the fundamental capability of all

CRISPR systems and the starting point of most engineering efforts on CRISPR systems. Yet, for RNA
sensor design, the natural nucleic acid recognition ability of CRISPR systems is only applicable in
limited scenarios, since the natural consequences directed by CRISPR systems may cause side effects
or are incompatible with efficient reporting systems. Accordingly, instead of harnessing the inherent
programmability of gRNA, researchers have reprogrammed different segments of gRNAs for RNA
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sensing. Here, by focusing on the programmability of different gRNA substructures, we summarize the various
engineering strategies and the engineering logic of all CRISPR-enabled RNA sensors, including how the
designs combine the natural functions of CRISPR, the application scenarios of RNA sensors and their effective
reporting systems into one system. In addition, we aim to provide enlightening insights into the critical role of
gRNA programmability in engineering CRISPR-based RNA sensors.

Engineering RNA sensors based on the programmability of
gRNA spacer sequences
The spacer refers to an inherent highly programmable sequence on the gRNA. It can guide the CRISPR effector
to bind to the target nucleic acid (DNA or RNA), subsequently triggering the operation of the CRISPR effector.
Therefore, a straightforward engineering logic of an RNA sensor is to utilize the natural nucleic acid recogni-
tion ability of the CRISPR system to detect the RNA of interest, which is also the principle of the first batch of
CRISPR-enabled RNA sensors.
An intuitive imagination is that if a programmable RNA-binding protein exists, the reporter molecule can be

directly located and activated on the target RNA molecule. For example, the endonuclease deficient Cas9
(dCas9) or Cas13 (dCas13) protein can carry the fluorescent protein to the target RNA for generating an in
situ fluorescent signal (Figure 1A). The Cas9 from Streptococcus pyogenes was discovered to have the ability to
target single-stranded RNA in the presence of a short PAM-presenting DNA oligonucleotide (PAMmer). This
mechanism was then employed for RNA detection and imaging in living cells [11,12]. Similarly, based on the
RNA-guided RNA binding ability of the type VI CRISPR-effector Cas13, the dCas13 was also engineered by
fusing with a fluorescent protein to track transcripts in vivo [13]. These applications all take advantage of the
inherent programmability of the gRNA spacer to detect different RNA targets.
When applied in cell imaging, RNA sensors mainly display the spatial distribution of the target RNAs at the

single-cell level. However, RNA sensing at the cell population level or in vitro often does not involve the spatial
dimension. Therefore, non-imaging-related RNA detection requires more than simply recruiting the reporter
molecule on the RNA of interest, where the level of the RNA of interest needs to be coupled with the output
intensity of the reporter system.
For in vitro RNA sensing, the design was complicated at the beginning. The Zika virus outbreak that swept

across the Americas from 2015 to 2016 coincided with an explosion in CRISPR research, which led to the earli-
est in vitro CRISPR RNA sensors. In 2016, Pardee et al. [14] reported the NASBA-CRISPR Cleavage
(NASBACC) Assay, which utilizes CRISPR/Cas9 cleavage of the amplified complementary DNA (cDNA) of
Zika virus genomic RNA to distinguish viral gene variants between different strains. Since the primary function
of Cas9 is DNA recognition and cleavage, an additional reporter circuit under the control of a toehold switch
was utilized to quantify the Cas9 activity by detecting the RNA transcribed from the Cas9-cleavaged cDNA
(Figure 1B). A toehold switch is an RNA based switch composed of a switch RNA and a trigger RNA. Upon
binding of the trigger RNA to the switch RNA, the buried ribosome binding site can be exposed, and transla-
tion of the downstream gene can be activated. When NASBACC happens, the DNA coding the full trigger
RNA is cleaved, resulting in the transcription of a truncated trigger RNA which is unable to turn on the
toehold switch and thus leaving the reporter off. In this case, due to the limitations of the mechanism, the
CRISPR/Cas9 system played an auxiliary role in improving the specificity and resolution of the toehold switch-
based RNA sensing.
The dramatic simplification of CRISPR-based RNA sensors in vitro comes from discovering the collateral

catalytic activity of CRISPR effectors. The type VI CRISPR-effector Cas13a can non-specifically cleave collateral
RNA when triggered by the gRNA-guided RNA targeting [15]. This mechanism is the key to CRISPR-mediated
abortive infection response, which is toxic to cells. Coincidentally, it provides a superior mechanism for devel-
oping in vitro RNA sensors. When Cas13a targets and cleaves an RNA, it activates its non-specific RNA cleav-
age activity, subsequently digesting the RNA reporter molecules designed with a fluorescent dye and quencher,
resulting in the generation of a fluorescent signal (Figure 1C) [16,17]. The RNA sensor was named Specific
High-Sensitivity Enzymatic Reporter UnLOCKing (SHERLOCK). The multi-turnover trans-cleavage activity of
Cas13a provides a way to couple the RNA target with the reporter and gives an additional amplification that
improves the sensitivity of SHERLOCK. In addition, the above strategy allows the incorporation of a reverse
transcription (RT) step to achieve amplification of the target RNA via the subsequent transcription of the
cDNA. Based on the same principle of using DNA to transcribe large amounts of RNA, Cas12 or Cas14, which
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has collateral nuclease activity but targets DNA substrates, can also be used for RNA detection in vitro
(Figure 1D) [18–21].
The ability of some CRISPR effectors to activate downstream accessory proteins, in addition to incidental

nuclease activity, provides a promising mechanism. A typical case is the second messenger synthesis activity of
type III CRISPR systems [22]. When activated by the target RNA, the Cas10 subunit of the CRISPR complex
converts ATP into cyclic oligoA, which can activate RNase Csm6. Csm6 then digests RNA reporters and results
in a corresponding fluorescent signal [22,23]. In addition, pyrophosphate and protons produced by Cas10 in
catalyzing cyclic oligoA synthesis can also be utilized to design reporters for RNA sensing (Figure 1E) [23].

Figure 1. Design strategies of RNA sensors based on the programmability of gRNA spacer.

Orange line represents the reprogrammed region (gRNA spacer, target RNA, or the RNA of interest), the light blue background

represents applications in vitro, and the light grey background indicates applications in vivo. (A) CRISPR-mediated RNA

tracking and imaging. (B) CRISPR/Cas9-assisted toehold-switch for SNP recognition of the RNA of interest. (C) RNA sensing

via the trans-cleavage activity of Cas13. (D) RNA sensing via the trans-cleavage activity of Cas12. (E) CRISPR-mediated

second messenger synthesis for RNA sensing. (F) CRISPR-mediated protein cleavage for RNA sensing in vivo. (G)

CRISPR-mediated protein cleavage for RNA sensing in vitro.
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Recently, the accessory protease of the type III-E CRISPR systems was also engineered for RNA sensing. The
protease Csx29 can be activated by Cas7–11–RNA complex and process the Csx30 protein which is an inhibitor
of the transcription factor CASP-σ [24–26]. Interestingly, the RNA cleavage ability of the CRISPR complex is
independent of its ability to activate the protease Csx29, making it possible to trigger the reporter without
destroying the target RNA. By immobilizing Csx30 to either membrane proteins or magnetic beads, plus tether-
ing alternative effectors instead of CASP-σ to Csx30, like the Cre recombinase or fluorescent labels, the
CRISPR-associated endopeptidase has been engineered for RNA sensing both in vivo and in vitro. For the in
vivo system, Cre recombinase is sequestered from the nucleus by fusing with a membrane anchor via a
Csx30-derived linker. In the presence of target RNA, Csx30 is cleaved facilitating the liberation of Cre recom-
binase. The released Cre recombinase enters the nucleus and leads to green fluorescent protein (GFP) expres-
sion from a loxP-GFP reporter cassette (Figure 1F). For the in vitro sensor, the fluorescently labelled Csx30
releases fluorescence from bead-captured Csx30, only in the presence of RNA target (Figure 1G) [24].
In summary, for the above-described RNA sensors, the role of the CRISPR system is to target different RNA

(or its amplified cDNA) via the inherent programmability of the gRNA spacer, which provides high specificity
for RNA detection. In this class of RNA sensors, we see the excellent utilization of CRISPR collateral catalytic
activity. The collateral catalytic activity mainly triggers the reporting system with a signal amplification func-
tion. That said, the highest sensitivity of the in vitro sensor still relies on the nucleic acid amplification steps
instead of the latter step of collateral catalysis. Nevertheless, the Cas7–11–Csx29 system is an exception since it
allows signal amplification in vivo.

Engineering RNA sensors based on the programmability of
gRNA scaffolds
The gRNA scaffold (handle) is often referred to as the remaining segment outside the spacer. This conserved
region folds into a unique secondary structure and interacts with the CRISPR effector. The gRNA scaffolds
vary widely in different types of CRISPR systems. For example, it can be a part of the CRISPR RNA (crRNA)
or provided by a trans-bound RNA, like the trans-activating crRNA (tracrRNA) in the type II CRISPR system
or the scoutRNA in type V CRISPR system [27,28].
The repeat region of crRNA usually constitutes gRNA scaffold, which is involved in many processes, includ-

ing spacer acquisition, pre-crRNA processing, and efficient binding of crRNA to CRISPR effectors [29–31].
The above versatility makes the gRNA scaffold sequence conserved for a specific CRISPR system. However, a
lot of evidence has suggested that the sequence of gRNA scaffolds is programmable regarding CRISPR effector
functions alone [32].
The programmability of the gRNA scaffold allows repurposing the RNA of interest as part of the gRNA to

regulate the function of CRISPR system. Owing to the programmability of the crRNA–tracrRNA pairing, a new
type of RNA sensor was developed [32,33]. Based on this design, the reprogrammed tracrRNA can hijack the
RNA of interest to form a functional dual gRNA for CRISPR/Cas9 function. Since the RNA of interest is not
the substrate of the CRISPR effector, the sensor will not destroy the RNA being detected nor significantly affect
its original physiological function. The dual recognition is a unique advantage of this design since the sequence
of the RNA of interest must pair with both the Cas9-targeted DNA and the reprogrammed tracrRNA for
forming Cas9–gRNA–dsDNA complex and leading a sensing response [32]. The above mechanism thus pro-
vides a principle of engineering RNA sensors with the highest specificity to date. This design has also been
employed for pathogenic RNA detection in vitro, especially during the SARS-Cov-2 pandemic, when two
similar RNA sensors, AGATHA and LEOPARD, were independently developed to detect the viral RNA
(Figure 2A) [32,33]. In both RNA sensors, the RNA of interest plays the role of crRNA and lead to DNA cleav-
age. For AGATHA, the complete target DNA can be transcribed into a non-functional RNA, while it can be
transcribed into a functional broccoli RNA when cleaved. The broccoli RNA can then bind and activate the
fluorophore, giving a fluorescent signal. Furthermore, by combining with the CRISPR activation device, which
utilizes dCas9 and engineered gRNA to recruit the σ54-dependent transcriptional activator, the RNA of interest
can trigger the expression of a reporter like GFP. It allows the detection of endogenous RNAs and the
RNA-responsive transcriptional regulation in vivo (Figure 2B) [32]. This principle has also recently been com-
bined with base editors to record transient transcriptional events in bacteria (Figure 2C) [34].
Another effective strategy is to utilize the RNA of interest to stabilize the crRNA–tracrRNA interaction. In

this design, the crRNA–tracrRNA matching region was truncated and replaced with artificial end sequences.
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The artificial end sequences are designed to be partially complementary to the sequence of the RNA to be
detected. Therefore, the RNA of interest can bind to the crRNA and tracrRNA through the artificial sequence,
forming a trimeric RNA complex to function as the gRNA (Figure 2D). This strategy transformed the binary
assembly form of crRNA–tracrRNA into a new type of ternary assembly form, based on which it allows the
RNA of interest to stabilize the assembly of the gRNA in a programmable manner. The advantage of such
design is that it decouples the input sequence of the RNA of interest from the gRNA spacer, in which way the
independent programmability of the spacer is retained. Then the reporter circuit triggered by the CRISPR
effector can be separately designed, which extends the simplicity and flexibility of the sensor output [35].
Additionally, a particular type of RNA sensor related to the gRNA scaffold programmability was based on

pre-crRNA processing. For instance, utilizing the programmability of the flanking contexts of the Csy4 binding
site (CBS), a pre-crRNA can be designed as the reporter. When the RNA of interest specifically binds to the
CBS flanking regions and prevents pre-crRNA cleavage by Csy4, the reporter translation is positively regulated
(Figure 2E). This mechanism works at the level of pre-crRNA processing via the programmable region outside
the spacer, which is broadly associated with the gRNA scaffold [36]. An alternative is adding additional
sequences to a sgRNA of Cas9 to generate artificial pre-gRNA. As a result, the miRNA or siRNA-mediated
RNA cleavage can then generate mature sgRNA and activate CRISPR function, which has been used for
microRNA detection in vivo (Figure 2F) [37]. Instead of utilizing the inherent programmability of the gRNA
scaffold, the mechanism of this type of RNA sensors relies mainly on RNA processing and only partially on
the function of CRISPR protein.
Compared with gRNA-spacer-based RNA sensor, the advantage of a gRNA-scaffold-based sensor is that the

RNA of interest is no longer the target of the CRISPR effector. Thereby, the native functions of CRISPR effec-
tors can be utilized for downstream engineering. In principle, the gRNA-scaffold-based sensors can be compat-
ible with all currently known CRISPR applications.

Figure 2. Design strategies of RNA sensors based on the programmability of gRNA scaffold.

Orange line represents the reprogrammed region (gRNA scaffold and the RNA of interest), the light blue background represents

applications in vitro, and the light grey background indicates applications in vivo. (A) Reprogrammed tracrRNA detects the RNA

of interest in vitro. (B) Reprogrammed tracrRNA hijacks the RNA of interest for downstream genetic regulation. (C)

Reprogrammed tracrRNA detects the RNA of interest and leads to DNA editing for transcriptional event recording. (D)

RNA-mediated crRNA–tracrRNA assembly for downstream genetic regulation. (E) RNA interferes with the pre-crRNA

processing. (F) miRNA-meditated pre-crRNA processing.

© 2023 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution License 4.0 (CC BY). 2065

Biochemical Society Transactions (2023) 51 2061–2070
https://doi.org/10.1042/BST20221486

D
ow

nloaded from
 http://port.silverchair.com

/biochem
soctrans/article-pdf/51/6/2061/952828/bst-2022-1486c.pdf by guest on 13 M

arch 2024

https://creativecommons.org/licenses/by/4.0/


Engineering RNA sensors based on RNA strand
displacement
Although the strand displacement does not always rely on the inherent programmability of native gRNAs, it is
undoubtedly a great attempt to endow gRNA with artificial programmability if the riboswitches can be seen as
additional parts of gRNA. In this strategy, when the RNA of interest binds to the initial gRNA structure and
subsequently alters the RNA folding, the gRNA can then be activated or inactivated. This strategy is inspired
by combining the toehold switch riboregulators and the CRISPR gRNAs in synthetic biology [38–41]. As men-
tioned above, the toehold switch was initially designed for translational regulation by controlling the interaction
of the trigger and switch RNAs. With similar RNA interaction principle, it can be further expanded to use the
RNA of interest as the trigger RNA to control the functional status of the CRISPR gRNA by altering its second-
ary structure.
One category is the OFF-ON sgRNA switches. The gRNAs with additional structures fold into a non-

functional conformation by default. When an RNA of interest binds to the double strand or flanking region of
the gRNA, the released RNA strand can refold into a functional structure for gRNA function (Figure 3).
Almost all essential segments of a gRNA can be functionally locked by an artificially designed complementary
strand and then released during a subsequent strand displacement to restore its function [42,43]. When the
sequence of the replaced RNA strand is programmable (such as a spacer segment or flanking region), the
sgRNA switches can be used to detect different RNAs. This strategy has been used in E. coli and mammalian
cells to detect small RNAs and mRNAs [38,44–48].
Another category is the ON-OFF sgRNA switches. The design principle is to add harmless programmable

flanking segments to the essential structure of the gRNA. When the RNA of interest binds to these flanking
segments, the function of the gRNA will be destroyed, thereby modulating the operation of the CRISPR effector
(Figure 3) [39].
In summary, gRNA under strand displacement control is a mature tool that either takes advantage of the

inherent programmability of the gRNA spacer region or expands the gRNA’s programmability by incorporating
customized programmable flanking sequences for detecting different RNA molecules. Instead of only mining
the inherent programmability of gRNA, this strategy can increase the space of programmability of gRNAs
through artificial design.

Discussion
The unique RNA–protein association of CRISPR systems provides an exciting platform for developing various
programmable bioengineering tools. As described above, the programmability of gRNAs has been explored
thoroughly, involving spacer, scaffold, and additional flanking segments. The strategies involve not only the
reprogramming at the level of primary structure but also secondary structure. Previous literature has stated the
advantages of employing programmability of CRISPR-based devices. For instance, programmable devices with
a unified mechanism can simplify the engineering process and improve the predictability of their functions; the
programmability also supports highly orthogonal biological functions to enhance the robustness of devices and
support multiplexed and scalable engineering [39,49–54].
However, the programmability of gRNA is not unlimited. Regarding tools that utilize spacer programmability

for RNA detection, CRISPR effectors show sequence preference when targeting nucleic acids, such as the
requirement for protospacer adjacent motif (PAM) or protospacer flanking sites (PFS). The spacer sequences
also affect the folding of the gRNA, the efficiency of CRISPR binding or cleavage, and the probability of off-

Figure 3. Design strategy of the OFF-ON sgRNA switches (left), and the ON-OFF sgRNA switches (right).
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target activity [32,55,56]. Thanks to the enormous popularity of the CRISPR system, substantial engineering
efforts have been made to address such issues. For example, Cas protein variants with relaxed PAM sequence
requirements have been developed, as well as the dry lab tools to predict efficient spacer sequences [55–62]. In
contrast, the programmability of gRNA scaffolds needs to be studied further. In the existing cases, the CRISPR
effectors showed sequence preference for the programmable regions in gRNA or pre-crRNA [32,33,35,36]. As a
specific example, in the CRISPR/Cas9 system, the different sequences of the pairing regions between artificial
tracrRNAs and corresponding non-canonical crRNAs can lead to various DNA binding affinities [32]. For arti-
ficial gRNAs involving strand displacement, though the coupling of the extra programmable parts with the
inherently programmable regions of the gRNA has been avoided, the potentially harmful RNA secondary struc-
ture still restricts the programmability of RNA sensors to some extent [43]. In such cases, although the selec-
tion of the RNA targeting site is not limited by the sequence of the gRNA spacer or handle, scientists further
employ algorithms such as NUPACK to avoid the presence of intrinsic secondary structure of the RNA of
interest [39,45].
The guiding principle for selecting target sites will be critical for all RNA sensor users. However, this is

related to more than just the programmability of gRNAs. Variation in detection efficiency resulted from differ-
ent target sites of the RNA of interest is a common issue for CRISPR-based RNA sensors, riboregulators, and
the base editing-based RNA sensor that has been developed recently [63–65]. Our previous study has shown
that the difference in detection efficiency between different target sites of the RNA of interest could be owing
to multiple factors, which is not easy to be predicted accurately [32]. Pelea et al. [43] proposed that the experi-
ence from designing RNA-targeted hybridization probes may be used to predict the availability of effective
target sites of the RNA to be detected. The experience from designing RNA probes could be worth exploring
further. However, it remains unclear whether the interaction mode and binding affinity between CRISPR effec-
tors and trigger RNAs is similar to that of RNA probes. Another promising approach is to use machine learn-
ing to address such issues. Machine learning is good at inferring causal relationships based on a given data set.
For RNA sensors, it may predict the availability of a specific target site and the corresponding sensing output.
For example, the machine learning method, linear discriminant analysis (LDA), was used to reveal the pro-
grammability of sgRNA scaffolds in the CRISPR/Cas9 system. Since the RNA pairing region in the sgRNA scaf-
fold has been engineered to design RNA sensors, LDA is also suitable for searching efficient RNA target sites
[66]. Nevertheless, it is worth noting that researchers may risk ignoring differences between artificially designed
libraries and real-world situations by attempting to train the machine learning model with data generated from
the artificial libraries. This is because the standardized RNA molecules under ideal reaction conditions cannot
represent the variable RNA molecules in more complicated environments in vivo. Without practical evidence,
results obtained from artificial sequence libraries cannot be generalized for all applications [32].
In summary, the programmability of gRNAs has been exploited for RNA sensors in various scenarios with

diverse mechanisms, designs and characteristics. When users are facing many different methods and strategies,
it is justifiable that it is difficult to make a choice. However, due to a lack of uniform experimental conditions,
it is challenging to fairly compare the performance of the various types of RNA sensors. The most common
challenge for biosensor engineers is to compare the strength, sensitivity, or dynamic range of different sensors
and only a few studies out of specific application scenarios have been dedicated to test them. Many efforts
remain to be made to address the limitations of CRISPR-enabled RNA sensors, such as to improve the ability
to predict available target sites on the RNA of interest, to understand the orthogonality of RNA sensors to the
host cells, to set up standards for describing and comparing the performance of different RNA sensors, and to
mine more programmable CRISPR systems for engineering. Among the aforementioned efforts, the program-
mability of gRNAs is a critical factor for engineering but needs to be considered together with the other factors
to generate impactful outcomes.

Perspectives
• The programmability of gRNA lays the foundation of CRISPR-based RNA sensors, which have

been exploited for various high-value applications, including imaging, monitoring, recording,
quantitative measurement of RNA transcripts in vivo, or RNA detection in vitro.
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• Further improving the programmability of gRNA is a mean to optimize CRISPR-based RNA
sensors. However, it is only one of the critical factors determining their performance and
usability.

• Performance predictability would be vital for future developments in CRISPR-enabled RNA
sensors, for which dry lab techniques like machine learning will be valuable tools to
contribute.

Competing Interests
The authors declare that there are no competing interests associated with the manuscript.

Funding
This work was supported by the MRC-AstraZeneca Blue Sky Grant (Y.L. and W.L.), the Natural Science
Foundation of China (32271475), the Fundamental Research Funds for the Central Universities (226-2022-00178,
226-2022-00214) and the Kunpeng Action Program Award of Zhejiang Province.

Open Access
Open access for this article was enabled by the participation of University of Cambridge in an all-inclusive Read &
Publish agreement with Portland Press and the Biochemical Society under a transformative agreement with JISC.

Author Contributions
Y.L. and B.W. conceived the study. Y.L. prepared the original draft and figures. B.W. and W.L. edited the
manuscript.

Acknowledgements
For the purpose of open access, the MRC Laboratory of Molecular Biology has applied a CC BY public
copyright license to any Author Accepted Manuscript version arising. This work was supported as a research
collaboration between AstraZeneca UK Limited and the Medical Research Council-MRC-AstraZeneca Blue Sky
Grant (Y.L. and W.L.). B.W. acknowledges support by the Natural Science Foundation of China (32271475), the
Fundamental Research Funds for the Central Universities (226-2022-00178, 226-2022-00214) and the Kunpeng
Action Program Award of Zhejiang Province.

Abbreviations
CBS, Csy4 binding site; LDA, linear discriminant analysis; NASBACC, NASBA-CRISPR Cleavage; PAM,
protospacer adjacent motif; SHERLOCK, Specific High-Sensitivity Enzymatic Reporter UnLOCKing.

References
1 Kapitonov, V.V., Makarova, K.S. and Koonin, E.V. (2016) ISC, a novel group of bacterial and archaeal DNA transposons that encode Cas9 homologs.

J. Bacteriol. 198, 797–807 https://doi.org/10.1128/Jb.00783-15
2 Lim, Y., Bak, S.Y., Sung, K., Jeong, E., Lee, S.H., Kim, J.S. et al. (2016) Structural roles of guide RNAs in the nuclease activity of Cas9 endonuclease.

Nat. Commun. 7, 13350 https://doi.org/10.1038/ncomms13350
3 Peters, J.E., Makarova, K.S., Shmakov, S. and Koonin, E.V. (2017) Recruitment of CRISPR-Cas systems by Tn7-like transposons. Proc. Natl Acad. Sci.

U.S.A. 114, E7358–E7366 https://doi.org/10.1073/pnas.1709035114
4 Klompe, S.E., Vo, P.L.H., Halpin-Healy, T.S. and Sternberg, S.H. (2019) Transposon-encoded CRISPR-Cas systems direct RNA-guided DNA integration.

Nature 571, 219–225 https://doi.org/10.1038/s41586-019-1323-z
5 Al-Shayeb, B., Sachdeva, R., Chen, L.X., Ward, F., Munk, P., Devoto, A. et al. (2020) Clades of huge phages from across Earth’s ecosystems. Nature

578, 425–431 https://doi.org/10.1038/s41586-020-2007-4
6 Pausch, P., Al-Shayeb, B., Bisom-Rapp, E., Tsuchida, C.A., Li, Z., Cress, B.F. et al. (2020) CRISPR-CasΦ from huge phages is a hypercompactgenome

editor. Science 369, 333–337 https://doi.org/10.1126/science.abb1400
7 Altae-Tran, H., Kannan, S., Demircioglu, F.E., Oshiro, R., Nety, S.P., McKay, L.J. et al. (2021) The widespread IS200/IS605 transposon family encodes

diverse programmable RNA-guided endonucleases. Science 374, 57–65 https://doi.org/10.1126/science.abj6856
8 Mohanraju, P., Saha, C., van Baarlen, P., Louwen, R., Staals, R.H.J. and van der Oost, J. (2022) Alternative functions of CRISPR-Cas systems in the

evolutionary arms race. Nat. Rev. Microbiol. 20, 351–364 https://doi.org/10.1038/s41579-021-00663-z

© 2023 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution License 4.0 (CC BY).2068

Biochemical Society Transactions (2023) 51 2061–2070
https://doi.org/10.1042/BST20221486

D
ow

nloaded from
 http://port.silverchair.com

/biochem
soctrans/article-pdf/51/6/2061/952828/bst-2022-1486c.pdf by guest on 13 M

arch 2024

https://doi.org/10.1128/Jb.00783-15
https://doi.org/10.1128/Jb.00783-15
https://doi.org/10.1038/ncomms13350
https://doi.org/10.1073/pnas.1709035114
https://doi.org/10.1038/s41586-019-1323-z
https://doi.org/10.1038/s41586-019-1323-z
https://doi.org/10.1038/s41586-019-1323-z
https://doi.org/10.1038/s41586-019-1323-z
https://doi.org/10.1038/s41586-020-2007-4
https://doi.org/10.1038/s41586-020-2007-4
https://doi.org/10.1038/s41586-020-2007-4
https://doi.org/10.1038/s41586-020-2007-4
https://doi.org/10.1126/science.abb1400
https://doi.org/10.1126/science.abj6856
https://doi.org/10.1038/s41579-021-00663-z
https://doi.org/10.1038/s41579-021-00663-z
https://doi.org/10.1038/s41579-021-00663-z
https://doi.org/10.1038/s41579-021-00663-z
https://creativecommons.org/licenses/by/4.0/


9 Jinek, M., Chylinski, K., Fonfara, I., Hauer, M., Doudna, J.A. and Charpentier, E. (2012) A programmable dual-RNA-guided DNA endonuclease in
adaptive bacterial immunity. Science 337, 816–821 https://doi.org/10.1126/science.1225829

10 Zetsche, B., Gootenberg, J.S., Abudayyeh, O.O., Slaymaker, I.M., Makarova, K.S., Essletzbichler, P. et al. (2015) Cpf1 is a single RNA-guided
endonuclease of a class 2 CRISPR-Cas system. Cell 163, 759–771 https://doi.org/10.1016/j.cell.2015.09.038

11 O’Connell, M.R., Oakes, B.L., Sternberg, S.H., East-Seletsky, A., Kaplan, M. and Doudna, J.A. (2014) Programmable RNA recognition and cleavage by
CRISPR/Cas9. Nature 516, 263–266 https://doi.org/10.1038/nature13769

12 Nelles, D.A., Fang, M.Y., O’Connell, M.R., Xu, J.L., Markmiller, S.J., Doudna, J.A. et al. (2016) Programmable RNA tracking in live cells with CRISPR/
Cas9. Cell 165, 488–496 https://doi.org/10.1016/j.cell.2016.02.054

13 Abudayyeh, O.O., Gootenberg, J.S., Essletzbichler, P., Han, S., Joung, J., Belanto, J.J. et al. (2017) RNA targeting with CRISPR-Cas13. Nature 550,
280–284 https://doi.org/10.1038/nature24049

14 Pardee, K., Green, A.A., Takahashi, M.K., Braff, D., Lambert, G., Lee, J.W. et al. (2016) Rapid, low-cost detection of Zika virus using programmable
biomolecular components. Cell 165, 1255–1266 https://doi.org/10.1016/j.cell.2016.04.059

15 Abudayyeh, O.O., Gootenberg, J.S., Konermann, S., Joung, J., Slaymaker, I.M., Cox, D.B.T. et al. (2016) C2c2 is a single-component programmable
RNA-guided RNA-targeting CRISPR effector. Science 353, aaf5573 https://doi.org/10.1126/science.aaf5573

16 East-Seletsky, A., O’Connell, M.R., Knight, S.C., Burstein, D., Cate, J.H.D., Tjian, R. et al. (2016) Two distinct RNase activities of CRISPR-C2c2 enable
guide-RNA processing and RNA detection. Nature 538, 270–273 https://doi.org/10.1038/nature19802

17 Gootenberg, J.S., Abudayyeh, O.O., Lee, J.W., Essletzbichler, P., Dy, A.J., Joung, J. et al. (2017) Nucleic acid detection with CRISPR-Cas13a/C2c2.
Science 356, 438–442 https://doi.org/10.1126/science.aam9321

18 Li, S.Y., Cheng, Q.X., Wang, J.M., Li, X.Y., Zhang, Z.L., Gao, S. et al. (2018) CRISPR-Cas12a-assisted nucleic acid detection. Cell Discov. 4, 20
https://doi.org/10.1038/s41421-018-0028-z

19 Chen, J.S., Ma, E.B., Harrington, L.B., Da Costa, M., Tian, X.R., Palefsky, J.M. et al. (2018) CRISPR-Cas12a target binding unleashes indiscriminate
single-stranded DNase activity. Science 360, 436–439 https://doi.org/10.1126/science.aar6245

20 Li, L.X., Li, S.Y., Wu, N., Wu, J.C., Wang, G., Zhao, G.P. et al. (2019) HOLMESv2: a CRISPR-Cas12b-assisted platform for nucleic acid detection and
DNA methylation quantitation. ACS Synth. Biol. 8, 2228–2237 https://doi.org/10.1021/acssynbio.9b00209

21 Diaz-Galicia, E., Grunberg, R. and Arold, S.T. (2022) How to find the right RNA-sensing CRISPR-Cas system for an in vitro application. Biosensors 12,
53 https://doi.org/10.3390/bios12020053

22 Niewoehner, O., Garcia-Doval, C., Rostol, J.T., Berk, C., Schwede, F., Bigler, L. et al. (2017) Type III CRISPR-Cas systems produce cyclic oligoadenylate
second messengers. Nature 548, 543–548 https://doi.org/10.1038/nature23467

23 Santiago-Frangos, A., Hall, L.N., Nemudraia, A., Nemudryi, A., Krishna, P., Wiegand, T. et al. (2021) Intrinsic signal amplification by type III CRISPR-Cas
systems provides a sequence-specific SARS-CoV-2 diagnostic. Cell Rep. Med. 2, 100319 https://doi.org/10.1016/j.xcrm.2021.100319

24 Strecker, J., Demircioglu, F.E., Li, D., Faure, G., Wilkinson, M.E., Gootenberg, J.S. et al. (2022) RNA-activated protein cleavage with a
CRISPR-associated endopeptidase. Science 378, 874–881 https://doi.org/10.1126/science.add7450

25 Kato, K., Okazaki, S., Schmitt-Ulms, C., Jiang, K.Y., Zhou, W.Y., Ishikawa, J. et al. (2022) RNA-triggered protein cleavage and cell growth arrest by the
type III-E CRISPR nuclease-protease. Science 378, 882–889 https://doi.org/10.1126/science.add7347

26 Burgess, D.J. (2023) New cuts for CRISPR effectors. Nat. Rev. Genet. 24, 71–71 https://doi.org/10.1038/s41576-022-00570-w
27 Chylinski, K., Le Rhun, A. and Charpentier, E. (2013) The tracrRNA and Cas9 families of type II CRISPR-Cas immunity systems. RNA Biol. 10, 726–737

https://doi.org/10.4161/rna.24321
28 Harrington, L.B., Ma, E.B., Chen, J.S., Witte, I.P., Gertz, D., Paez-Espino, D. et al. (2020) A scoutRNA is required for some type V CRISPR-Cas systems.

Mol. Cell 79, 416–424 https://doi.org/10.1016/j.molcel.2020.06.022
29 Haurwitz, R.E., Jinek, M., Wiedenheft, B., Zhou, K.H. and Doudna, J.A. (2010) Sequence- and structure-specific RNA processing by a CRISPR

endonuclease. Science 329, 1355–1358 https://doi.org/10.1126/science.1192272
30 Nunez, J.K., Lee, A.S.Y., Engelman, A. and Doudna, J.A. (2015) Integrase-mediated spacer acquisition during CRISPR-Cas adaptive immunity. Nature

519, 193–198 https://doi.org/10.1038/nature14237
31 Li, H. (2015) Structural principles of CRISPR RNA processing. Structure 23, 13–20 https://doi.org/10.1016/j.str.2014.10.006
32 Liu, Y., Pinto, F., Wan, X.Y., Yang, Z.G., Peng, S.G., Li, M.X. et al. (2022) Reprogrammed tracrRNAs enable repurposing of RNAs as crRNAs and

sequence-specific RNA biosensors. Nat. Commun. 13, 1937 https://doi.org/10.1038/s41467-022-29604-x
33 Jiao, C.L., Sharma, S., Dugar, G., Peeck, N.L., Bischler, T., Wimmer, F. et al. (2021) Noncanonical crRNAs derived from host transcripts enable

multiplexable RNA detection by Cas9. Science 372, 941–948 https://doi.org/10.1126/science.abe7106
34 Jiao, C.L., Reckstadt, C., Konig, F., Homberger, C., Yu, J.Q., Vogel, J. et al. (2023) RNA recording in single bacterial cells using reprogrammed

tracrRNAs. Nat. Biotechnol. 41, 1107–1116 https://doi.org/10.1038/s41587-022-01604-8
35 Lin, J., Wang, W.J., Wang, Y., Liu, Y. and Xu, L. (2021) Building endogenous gene connections through RNA self-assembly controlled CRISPR/Cas9

function. J. Am. Chem. Soc. 143, 19834–19843 https://doi.org/10.1021/jacs.1c09041
36 Guo, H., Song, X. and Lindner, A.B. (2020) Anti-CRISPR RNAs: designing universal riboregulators with deep learning of Csy4-mediated RNA processing.

bioRxiv 384107 https://doi.org/10.1101/2020.11.15.384107
37 Wang, X.W., Hu, L.F., Hao, J., Liao, L.Q., Chiu, Y.Z., Shi, M. et al. (2019) A microRNA-inducible CRISPR-Cas9 platform serves as a microRNA sensor

and cell-type-specific genome regulation tool. Nat. Cell Biol. 21, 522–530 https://doi.org/10.1038/s41556-019-0292-7
38 Siu, K.H. and Chen, W. (2019) Riboregulated toehold-gated gRNA for programmable CRISPR-Cas9 function. Nat. Chem. Biol. 15, 217–220 https://doi.

org/10.1038/s41589-018-0186-1
39 Jin, M.K., de Loubresse, N.G., Kim, Y., Kim, J. and Yin, P. (2019) Programmable CRISPR-Cas repression, activation, and computation with

sequence-independent targets and triggers. ACS Synth. Biol. 8, 1583–1589 https://doi.org/10.1021/acssynbio.9b00141
40 Cox, K.J., Subramanian, H.K.K., Samaniego, C.C., Franco, E. and Choudhary, A. (2019) A universal method for sensitive and cell-free detection of

CRISPR-associated nucleases. Chem. Sci. 10, 2653–2662 https://doi.org/10.1039/c8sc03426e
41 Hochrein, L.M., Li, H.Y. and Pierce, N.A. (2021) High-performance allosteric conditional guide RNAs for mammalian cell-selective regulation of CRISPR/

Cas. ACS Synth. Biol. 10, 964–971 https://doi.org/10.1021/acssynbio.1c00037

© 2023 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution License 4.0 (CC BY). 2069

Biochemical Society Transactions (2023) 51 2061–2070
https://doi.org/10.1042/BST20221486

D
ow

nloaded from
 http://port.silverchair.com

/biochem
soctrans/article-pdf/51/6/2061/952828/bst-2022-1486c.pdf by guest on 13 M

arch 2024

https://doi.org/10.1126/science.1225829
https://doi.org/10.1016/j.cell.2015.09.038
https://doi.org/10.1038/nature13769
https://doi.org/10.1016/j.cell.2016.02.054
https://doi.org/10.1038/nature24049
https://doi.org/10.1016/j.cell.2016.04.059
https://doi.org/10.1126/science.aaf5573
https://doi.org/10.1038/nature19802
https://doi.org/10.1126/science.aam9321
https://doi.org/10.1038/s41421-018-0028-z
https://doi.org/10.1038/s41421-018-0028-z
https://doi.org/10.1038/s41421-018-0028-z
https://doi.org/10.1038/s41421-018-0028-z
https://doi.org/10.1126/science.aar6245
https://doi.org/10.1021/acssynbio.9b00209
https://doi.org/10.3390/bios12020053
https://doi.org/10.1038/nature23467
https://doi.org/10.1016/j.xcrm.2021.100319
https://doi.org/10.1126/science.add7450
https://doi.org/10.1126/science.add7347
https://doi.org/10.1038/s41576-022-00570-w
https://doi.org/10.1038/s41576-022-00570-w
https://doi.org/10.1038/s41576-022-00570-w
https://doi.org/10.1038/s41576-022-00570-w
https://doi.org/10.4161/rna.24321
https://doi.org/10.1016/j.molcel.2020.06.022
https://doi.org/10.1126/science.1192272
https://doi.org/10.1038/nature14237
https://doi.org/10.1016/j.str.2014.10.006
https://doi.org/10.1038/s41467-022-29604-x
https://doi.org/10.1038/s41467-022-29604-x
https://doi.org/10.1038/s41467-022-29604-x
https://doi.org/10.1038/s41467-022-29604-x
https://doi.org/10.1126/science.abe7106
https://doi.org/10.1038/s41587-022-01604-8
https://doi.org/10.1038/s41587-022-01604-8
https://doi.org/10.1038/s41587-022-01604-8
https://doi.org/10.1038/s41587-022-01604-8
https://doi.org/10.1021/jacs.1c09041
https://doi.org/10.1101/2020.11.15.384107
https://doi.org/10.1038/s41556-019-0292-7
https://doi.org/10.1038/s41556-019-0292-7
https://doi.org/10.1038/s41556-019-0292-7
https://doi.org/10.1038/s41556-019-0292-7
https://doi.org/10.1038/s41589-018-0186-1
https://doi.org/10.1038/s41589-018-0186-1
https://doi.org/10.1038/s41589-018-0186-1
https://doi.org/10.1038/s41589-018-0186-1
https://doi.org/10.1038/s41589-018-0186-1
https://doi.org/10.1021/acssynbio.9b00141
https://doi.org/10.1039/c8sc03426e
https://doi.org/10.1021/acssynbio.1c00037
https://creativecommons.org/licenses/by/4.0/


42 Jakimo, N., Chatterjee, P. and Jacobson, J.M. (2018) ssRNA/DNA-sensors via embedded strand-displacement programs in CRISPR/Cas9 guides. bioRxiv
264424 https://doi.org/10.1101/264424

43 Pelea, O., Fulga, T.A. and Sauka-Spengler, T. (2022) RNA-responsive gRNAs for controlling CRISPR activity: current advances, future directions, and
potential applications. CRISPR J. 5, 642–659 https://doi.org/10.1089/crispr.2022.0052

44 Li, Y., Teng, X.C., Zhang, K.X., Deng, R.J. and Li, J.H. (2019) RNA strand displacement responsive CRISPR/Cas9 system for mRNA sensing. Anal.
Chem. 91, 3989–3996 https://doi.org/10.1021/acs.analchem.8b05238

45 Galizi, R., Duncan, J.N., Rostain, W., Quinn, C.M., Storch, M., Kushwaha, M. et al. (2020) Engineered RNA-interacting CRISPR guide RNAs for genetic
sensing and diagnostics. CRISPR J. 3, 398–408 https://doi.org/10.1089/crispr.2020.0029

46 Ying, Z.M., Wang, F.L., Chu, X., Yu, R.Q. and Jiang, J.H. (2020) Activatable CRISPR transcriptional circuits generate functional RNA for mRNA sensing
and silencing. Angew. Chem. Int. Ed. Engl. 59, 18599–18604 https://doi.org/10.1002/anie.202004751

47 Lin, J., Liu, Y., Lai, P.D., Ye, H.X. and Xu, L. (2020) Conditional guide RNA through two intermediate hairpins for programmable CRISPR/Cas9 function:
building regulatory connections between endogenous RNA expressions. Nucleic Acids Res. 48, 11773–11784 https://doi.org/10.1093/nar/gkaa842

48 Collins, S.P., Rostain, W., Liao, C.Y. and Beisel, C.L. (2021) Sequence-independent RNA sensing and DNA targeting by a split domain CRISPR-Cas12a
gRNA switch. Nucleic Acids Res. 49, 2985–2999 https://doi.org/10.1093/nar/gkab100

49 Nielsen, A.A. and Voigt, C.A. (2014) Multi-input CRISPR/Cas genetic circuits that interface host regulatory networks. Mol. Syst. Biol. 10, 763 https://doi.
org/10.15252/msb.20145735

50 Jusiak, B., Cleto, S., Perez-Pinera, P. and Lu, T.K. (2016) Engineering synthetic gene circuits in living cells with CRISPR technology. Trends Biotechnol.
34, 535–547 https://doi.org/10.1016/j.tibtech.2015.12.014

51 Gander, M.W., Vrana, J.D., Voje, W.E., Carothers, J.M. and Klavins, E. (2017) Digital logic circuits in yeast with CRISPR-dCas9 NOR gates. Nat.
Commun. 8, 15459 https://doi.org/10.1038/ncomms15459

52 Li, Y., Liu, L.Y. and Liu, G.Z. (2019) CRISPR/cas multiplexed biosensing: a challenge or an insurmountable obstacle? Trends Biotechnol. 37, 792–795
https://doi.org/10.1016/j.tibtech.2019.04.012

53 McCarty, N.S., Graham, A.E., Studena, L. and Ledesma-Amaro, R. (2020) Multiplexed CRISPR technologies for gene editing and transcriptional
regulation. Nat. Commun. 11, 1281 https://doi.org/10.1038/s41467-020-15053-x

54 Liu, Y., Wan, X. and Wang, B. (2019) Engineered CRISPRa enables programmable eukaryote-like gene activation in bacteria. Nat. Commun. 10, 3693
https://doi.org/10.1038/s41467-019-11479-0

55 Doench, J.G., Fusi, N., Sullender, M., Hegde, M., Vaimberg, E.W., Donovan, K.F. et al. (2016) Optimized sgRNA design to maximize activity and
minimize off-target effects of CRISPR-Cas9. Nat. Biotechnol. 34, 184–191 https://doi.org/10.1038/nbt.3437

56 Riesenberg, S., Helmbrecht, N., Kanis, P., Maricic, T. and Paabo, S. (2022) Improved gRNA secondary structures allow editing of target sites resistant to
CRISPR-Cas9 cleavage. Nat. Commun. 13, 489 https://doi.org/10.1038/s41467-022-28137-7

57 Cui, Y.B., Xu, J.M., Cheng, M.X., Liao, X.K. and Peng, S.L. (2018) Review of CRISPR/Cas9 sgRNA design tools. Interdiscip. Sci. 10, 455–465
https://doi.org/10.1007/s12539-018-0298-z

58 Hu, J.H., Miller, S.M., Geurts, M.H., Tang, W.X., Chen, L.W., Sun, N. et al. (2018) Evolved Cas9 variants with broad PAM compatibility and high DNA
specificity. Nature 556, 57–63 https://doi.org/10.1038/nature26155

59 Nishimasu, H., Shi, X., Ishiguro, S., Gao, L.Y., Hirano, S., Okazaki, S. et al. (2018) Engineered CRISPR-Cas9 nuclease with expanded targeting space.
Science 361, 1259–1262 https://doi.org/10.1126/science.aas9129

60 Hanna, R.E. and Doench, J.G. (2020) Design and analysis of CRISPR-Cas experiments. Nat. Biotechnol. 38, 813–823 https://doi.org/10.1038/
s41587-020-0490-7

61 Walton, R.T., Christie, K.A., Whittaker, M.N. and Kleinstiver, B.P. (2020) Unconstrained genome targeting with near-PAMless engineered CRISPR-Cas9
variants. Science 368, 290–296 https://doi.org/10.1126/science.aba8853

62 Legut, M., Daniloski, Z., Xue, X.H., McKenzie, D., Guo, X., Wessels, H.H. et al. (2020) High-throughput screens of PAM-flexible Cas9 variants for gene
knockout and transcriptional modulation. Cell Rep. 30, 2859–2868 https://doi.org/10.1016/j.celrep.2020.02.010

63 Qian, Y.J., Li, J.Y., Zhao, S.L., Matthews, E.A., Adoff, M., Zhong, W.X. et al. (2022) Programmable RNA sensing for cell monitoring and manipulation.
Nature 610, 713–721 https://doi.org/10.1038/s41586-022-05280-1

64 Kaseniit, K.E., Katz, N., Kolber, N.S., Call, C.C., Wengier, D.L., Cody, W.B. et al. (2022) Modular, programmable RNA sensing using ADAR editing in
living cells. Nat. Biotechnol. 41, 482–487 https://doi.org/10.1038/s41587-022-01493-x

65 Ekdahl, A.M., Rojano-Nisimura, A.M. and Contreras, L.M. (2022) Engineering toehold-mediated switches for native RNA detection and regulation in
bacteria. J. Mol. Biol. 434, 167689 https://doi.org/10.1016/j.jmb.2022.167689

66 Reis, A.C., Halper, S.M., Vezeau, G.E., Cetnar, D.P., Hossain, A., Clauer, P.R. et al. (2019) Simultaneous repression of multiple bacterial genes using
nonrepetitive extra-long sgRNA arrays. Nat. Biotechnol. 37, 1294–1301 https://doi.org/10.1038/s41587-019-0286-9

© 2023 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution License 4.0 (CC BY).2070

Biochemical Society Transactions (2023) 51 2061–2070
https://doi.org/10.1042/BST20221486

D
ow

nloaded from
 http://port.silverchair.com

/biochem
soctrans/article-pdf/51/6/2061/952828/bst-2022-1486c.pdf by guest on 13 M

arch 2024

https://doi.org/10.1101/264424
https://doi.org/10.1089/crispr.2022.0052
https://doi.org/10.1021/acs.analchem.8b05238
https://doi.org/10.1089/crispr.2020.0029
https://doi.org/10.1002/anie.202004751
https://doi.org/10.1093/nar/gkaa842
https://doi.org/10.1093/nar/gkab100
https://doi.org/10.15252/msb.20145735
https://doi.org/10.15252/msb.20145735
https://doi.org/10.1016/j.tibtech.2015.12.014
https://doi.org/10.1038/ncomms15459
https://doi.org/10.1016/j.tibtech.2019.04.012
https://doi.org/10.1038/s41467-020-15053-x
https://doi.org/10.1038/s41467-020-15053-x
https://doi.org/10.1038/s41467-020-15053-x
https://doi.org/10.1038/s41467-020-15053-x
https://doi.org/10.1038/s41467-019-11479-0
https://doi.org/10.1038/s41467-019-11479-0
https://doi.org/10.1038/s41467-019-11479-0
https://doi.org/10.1038/s41467-019-11479-0
https://doi.org/10.1038/nbt.3437
https://doi.org/10.1038/s41467-022-28137-7
https://doi.org/10.1038/s41467-022-28137-7
https://doi.org/10.1038/s41467-022-28137-7
https://doi.org/10.1038/s41467-022-28137-7
https://doi.org/10.1007/s12539-018-0298-z
https://doi.org/10.1007/s12539-018-0298-z
https://doi.org/10.1007/s12539-018-0298-z
https://doi.org/10.1007/s12539-018-0298-z
https://doi.org/10.1038/nature26155
https://doi.org/10.1126/science.aas9129
https://doi.org/10.1038/s41587-020-0490-7
https://doi.org/10.1038/s41587-020-0490-7
https://doi.org/10.1038/s41587-020-0490-7
https://doi.org/10.1038/s41587-020-0490-7
https://doi.org/10.1038/s41587-020-0490-7
https://doi.org/10.1126/science.aba8853
https://doi.org/10.1016/j.celrep.2020.02.010
https://doi.org/10.1038/s41586-022-05280-1
https://doi.org/10.1038/s41586-022-05280-1
https://doi.org/10.1038/s41586-022-05280-1
https://doi.org/10.1038/s41586-022-05280-1
https://doi.org/10.1038/s41587-022-01493-x
https://doi.org/10.1038/s41587-022-01493-x
https://doi.org/10.1038/s41587-022-01493-x
https://doi.org/10.1038/s41587-022-01493-x
https://doi.org/10.1016/j.jmb.2022.167689
https://doi.org/10.1038/s41587-019-0286-9
https://doi.org/10.1038/s41587-019-0286-9
https://doi.org/10.1038/s41587-019-0286-9
https://doi.org/10.1038/s41587-019-0286-9
https://creativecommons.org/licenses/by/4.0/

	Engineering CRISPR guide RNAs for programmable RNA sensors
	Abstract
	Introduction
	Engineering RNA sensors based on the programmability of gRNA spacer sequences
	Engineering RNA sensors based on the programmability of gRNA scaffolds
	Engineering RNA sensors based on RNA strand displacement
	Discussion
	Competing Interests
	Funding
	Open Access
	Author Contributions
	References


