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ABSTRACT: The SARS-CoV-2 virus has evolved into new strains
that increase viral transmissibility and reduce vaccine protection.
The rapid circulation of these more harmful strains across the
globe has created a pressing need for alternative public health
screening tools. REVEALR (RNA-encoded viral nucleic acid
analytic reporter), a rapid and highly sensitive DNAzyme-based
detection system, functions with perfect accuracy against patient-
derived clinical samples. Here, we design REVEALR into a novel
genotyping assay that detects single-base mismatches correspond-
ing to each of the major SARS-CoV-2 strains found in the United
States. Of 34 sequence-verified patient samples collected in early,
mid, and late 2021 at the UCI Medical Center in Orange,
California, REVEALR identified the correct variant [Wuhan-Hu-1, alpha (B.1.1.7), gamma (P.1), epsilon (B.1.427/9), delta
(B.1.617.2), and omicron (B.1.1.529)] with 100% accuracy. The assay, which is programmable and amenable to multiplexing, offers
an important new approach to personalized diagnostics.

■ INTRODUCTION
The coronavirus induced disease 19 (COVID-19) pandemic,
caused by spread of the severe acute respiratory syndrome
coronavirus 2 (SARS-CoV-2) across the globe, is responsible
for nearly 6 million deaths worldwide and far-reaching
socioeconomic disruptions.1 Although the mutation rate of
SARS-CoV-2 is relatively low due to the presence of an
exonuclease enzyme that reduces the replication error rate by
∼15−20-fold,2 evolution of the virus has led to the emergence
of novel viral lineages, including variants of concern (VOC)
that threaten pandemic recovery by increasing viral trans-
missibility and reducing vaccine protection.3 Following rapid
fixation of the D614G substitution in early 2020,4 new strains
emerged that include the B.1.1.7 (alpha), B.1.351 (beta), P.1
(gamma), B.1.427/9 (epsilon), B.1.617.2 (delta), and
B.1.1.529 (omicron) variants.5 These new variants harbor
mutations in the spike (S) glycoprotein that stabilize the
receptor binding domain (RBD) in the up conformation,
which supports increased binding of angiotensin-converting
enzyme 2 (ACE2) on the host cell.6−8 An increased risk of
infection or reinfection,9 coupled with reduced protection
afforded by vaccines or neutralizing antibodies,10 has created a
pressing need for additional diagnostic tools that can facilitate
COVID-19 detection in conjunction with strain identifica-
tion.11

The COVID-19 pandemic has exposed critical gaps in point-
of-care (POC) diagnostics that are needed to facilitate safe
environments for social and economic activities.12 Currently,
whole genome sequencing is widely applied as a broad public

health screening tool for monitoring epidemiological changes
in the population, and more importantly, the early detection
and prevalence of emerging SARS-CoV-2 variants (Figure
1a).13 However, the diagnosis of individual patients for a
specific VOC is best performed by sequencing the S-gene of
viral samples collected from nasopharyngeal swabs, which is a
slow and costly process that does not scale to the population.
Other approaches, such as S-gene target failure,14 TaqMan,15

and LAMP,16 suffer from limitations in their reliability,
sensitivity, and specificity, making them suboptimal techniques
for VOC genotyping.17 Even CRISPR-based systems, though
effective, have a narrow range of target sites due to constraints
imposed by the PAM region.18 This method also requires an
extra base pair mismatch in the CRISPR RNA sequence that
can lead to genotyping errors.19 As such, new POC diagnostics
are needed to rapidly detect nucleic acid sequences with high
sensitivity and single-base specificity.11

Here, we report the design and clinical validation of a two-
step REVEALR-based (RNA-encoded viral nucleic acid
analytic reporter) nucleic acid detection system for SARS-
CoV-2 genotyping. The REVEALR strategy is based on a
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multicomponent DNA enzyme (DNAzyme) that assembles in
vitro to produce an output signal in response to the presence of
a specific nucleic acid sequence.20,21 Signal amplification, via
cleavage of a quenched fluorescent reporter, occurs as long as
the DNAzyme is bound to the target sequence,22 which allows
for highly sensitive COVID-19 detection in patient-derived
clinical samples.23 To facilitate VOC genotyping, we converted
REVEALR into a competitive binding assay that detects single-
base mismatches associated with each of the major SARS-CoV-
2 variants. We then validated the assay against sequence-
verified patient samples collected in early, mid, and late 2021 at
the UCI Medical Center in Orange, California. REVEALR
identified the correct VOC associated with each patient sample
with 100% accuracy. The assay, which is programmable and
amenable to multiplexing, has the potential to serve as a rapid,
low cost, and scalable public health screening tool for
symptomatic and asymptomatic detection of specific SARS-
CoV-2 variants.

■ RESULTS
Transforming REVEALR into a Genotyping Assay.

REVEALR is based on a split DNAzyme design strategy in
which two halves of a catalytic core (Figure 1b) self-assemble
in the presence of a viral RNA analyte to produce a

functionally active catalyst that is capable of cleaving a
quenched-fluorescent RNA oligonucleotide strand hybridized
to the substrate binding arms of the DNA scaffold.22 Signal
amplification occurs via the multiple turnover activity of the
enzyme, as long as the DNAzyme is bound to the viral RNA
analyte, and ceases when the complex dissociates into its
individual pieces.22 Previous studies have shown that
REVEALR functions with an analytical limit of detection
(LoD) of ∼20 aM (∼10 copies/μL), which is equivalent to the
CRISPR-based methods of SHERLOCK19 and DETECTR24

and below the average viral load of COVID-19 patients.25

Transforming REVEALR into a genotyping assay requires
balancing differences in the energetics of hybridization
between a perfectly matched viral RNA analyte and a viral
analyte carrying a single-nucleotide mutation (i.e., SNP). Since
binding to a perfectly matched RNA strand is energetically
more favorable than a mismatched strand, properly engineered
sensors can be designed to detect a single mutation (transition
or transversion) in a nucleic acid sequence.26 To further
enhance the sensitivity of detection, we designed a two-color
competitive binding assay that challenges a wild-type and
VOC-specific DNAzyme to recognize a genetic mutation
within a small region of the viral RNA genome (Figure 1b).
RNA substrates used in the competitive binding assay are

Figure 1. REVEALR-based detection of SARS-CoV-2 variants of concern. (a) Progression of COVID-19 cases in the United States from January
2020 to January 2022. Colors signify the dominant VOC observed at the collection date. Data points are based on a 7 day average. (b) Schematic
view of competitive REVEALR genotyping. The SARS-CoV-2 region of interest is isothermally amplified by RT-RPA and T7 RNA polymerase to
produce multiple copies of the RNA analyte. Competitive XNAzyme assembly on the viral RNA produces a fluorescent signal specific to the sample
genotype via site-specific cleavage of a quenched fluorescent reporter. 2-D analysis shows WT or VOC detection based on the measured
fluorescence observed for the FAM and HEX signal, respectively. Abbreviations: WT (wild-type); VOC (variant of concern); X, Y (SNP position);
and au (arbitrary units). Red arrow indicates substrate cleavage site. Colors: RNA (red); DNA (black); green (WT, Fam signal); and blue (VOC,
Hex signal).
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equipped with fluorescent dyes (i.e., fluorescein (FAM) and
hexachlorofluorescein (HEX)) that have non-overlapping
spectral features and nucleic acid sequences that are
complementary to their cognate DNAzyme (e.g., wild-type
and VOC). Data produced from the competitive assay is
visualized in a two-dimensional (2-D) plot (Figure 1b) with
the wild-type analyte producing a strong signal in the lower
right quadrant and the VOC analyte generating an equivalently
strong signal in the upper left quadrant depending on the
identity of the viral RNA analyte present in the sample. By
performing the assay against a panel of DNAzymes, each
tailored to recognize a specific VOC, we reasoned that it
should be possible to unambiguously identify the specific
SARS-CoV-2 variant infecting a given patient-derived clinical
sample.
Realizing that chemically modified nucleotides can increase

the selectivity of SNP discrimination, we explored the use of
locked nucleic acids (LNA) as a chemical tool for improving
the activity of our DNAzymes.27 LNA is a conformationally
restricted nucleic acid analog that forces the ribose sugar to
adopt a 3′-endo conformation by containing a methylene
bridge between the C2′ and C4′ atoms.28 Thermodynamic
studies reveal that LNA increases the melting temperature of
DNA oligonucleotides by 4−8 °C per residue when base
paired with complementary strands of RNA.29 Critically, LNA
residues are known to enhance the SNP discrimination power
of oligonucleotide probes by stabilizing the matched complex
to a greater extent than the mismatched complex.30 In our
analysis, we positioned the SNP recognition site in the center
of the right substrate binding arm, which was thought to be an
optimal position based on prior work in the field.31 We also
evaluated the inclusion of LNA residues in both substrate
binding arms, as LNA residues at these positions are known to
increase the catalytic efficiency of the parent 10-23
DNAzyme.32 We discovered that DNAzymes carrying LNA
residues at both the SNP position and 5′ and 3′ and terminal
positions of the substrate binding arms (Figure 2) function
with higher sensitivity than an unmodified version of the
DNAzyme or a DNAzyme carrying a single LNA residue at the
SNP position. Titration assays reveal that all three sensors
exhibit a linear downward correlation between fluorescence
and analytic concentration (Figure S1) with the DNAzyme
carrying LNA residues at the SNP position and substrate
binding arms yielding the highest change in fluorescence
between the matched and mismatched substrates across a
concentration range of 5 to 100 nM analyte (Figure 2). This
design configuration was therefore used as the molecular basis
of our REVEALR genotyping technology.
Non-competitive and Competitive REVEALR. In

designing the REVEALR system, we were initially concerned
about the potential for cross-reactivity between our DNA-
zymes. This drawback, which exists for all hybridization-based
strategies, could make it difficult to accurately identify VOCs in
clinical samples. To evaluate this problem, we compared the
cross-reactivity of DNAzymes that were designed to discrim-
inate the wild-type (Wuhan-Hu-1) and alpha (B.1.1.7) strains
of SARS-CoV-2 by distinguishing a C → A transversion in the
viral genome responsible for the A570D mutation in the S1
glycoprotein (Figure S2, Table S1). We measured the
fluorescent signal generated by the wild-type and alpha
DNAzyme sensors targeting a perfectly matched DNA analyte
or mismatched DNA analyte. SNP detection assays were
performed under non-competitive (individual DNAzymes) and

competitive (both wild-type and VOC DNAzymes) binding
conditions to compare the resolving power of nucleotide
discrimination between the two assay formats (Figure S3).
Fluorescence values collected across a range (5−500 nM) of
analyte concentrations (Figure 3a,b) indicate that non-
competitive binding conditions allow for accurate SNP
detection at low analyte concentrations (5−15 nM range).
However, the resolving power of this system is diminished
when the analyte concentration reaches a higher level that is
more reminiscent of viral RNA samples obtained after
isothermal amplification by RT-RPA or LAMP (Figure
3a,b).33 This problem is less severe in the competitive binding
assay, which exhibits lower background fluorescence due to
competition between DNAzymes for the same viral analyte. As
an example, the wild-type sensor distinguishes the wild-type
analyte (at 100 nM) from the alpha variant by a factor of 10:1
under competitive conditions but only 2:1 under non-
competitive conditions. This result suggests that it should be
possible to genotype patient samples across a broader range of
analyte concentrations, as illustrated in the 2-D plot shown in
Figure 3c.

Multicomponent DNAzyme Sensors for SARS-CoV-2
Variants of Concern. We evaluated 18 single-nucleotide
mutations across all regions of the SARS-CoV-2 genome
(Table S2) to establish a panel of multicomponent DNAzymes
that could identify each of the major VOCs observed in the
population over the last 24 months. To ensure high sensitivity
for each VOC, we focused our analysis on genomic mutations
that were prevalent in >90% of each genotypic lineage.34 The
screen identified 11 DNAzymes that functioned with high
discriminating power against the wild-type strain in genotyping
assays using in vitro transcribed (IVT) RNA analytes. The five
most promising sensors (Figure 4a) are capable of distinguish-

Figure 2. Sensor optimization. (a) Overview of multicomponent
nucleic acid sensor. Two catalytic cores (Mz-A and Mz-B) self-
assemble in the presence of a viral RNA analyte (not shown) to
produce a functionally active catalyst with a separate active site that is
capable of site-specific cleavage of a quenched fluorescent RNA
reporter. Sensor 1 is DNA, sensor 2 contains a single LNA residue at
the SNP position, and sensor 3 contains LNA residues at the SNP
position and the 5′- and 3′-terminal positions of the substrate binding
arms. Red arrow indicates the cleavage site and green nucleotides
denote LNA residues. (b) Sensor optimization. Change in
fluorescence observed for sensors 1−3 against decreasing concen-
tration of a matched and mismatched DNA analyte corresponding to
the A570D mutation observed in the S1 protein of the SARS-CoV-2
genome. Error bars represent the standard error of the mean (SEM)
with n = 3. Abbreviations: au, arbitrary units; S, quenched 5′-
fluorescent substrate; P, 5′-fluorescent product. Black dot denotes the
SNP position.
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ing the A570D mutation observed in the alpha (B.1.1.7)
variant, the K417N mutation observed in the beta (B.1.351)
variant, the K417T mutation observed in the gamma (P.1)
variant, the L452R mutation observed in the epsilon (B.1.427/
9) and delta (B.1.617.2) variants, and the T547K mutation
observed in the omicron (B.1.1.529) variant. Another six
DNAzymes (Figure S4) showed strong discrimination against
mutations observed in the alpha, beta, gamma, delta, and
omicron strains, indicating that these sensors offer an
additional layer of sensitivity for future diagnostic assays.

The remaining 7 DNAzymes were unable to differentiate the
wild-type and mutant analytes (Figure S5) at this time but
could potentially be improved through the use of additional
chemical modifications or further optimization of the SNP
recognition site.
In the context of a REVEALR-based detection assay, where

IVT RNA is pre-amplified and detected in a two-step assay, the
five most promising sensors were found to function with an
analytic LoD of 10−100 aM (Figure 4). In each case, wild-type
and VOC-specific DNAzymes were separately challenged with

Figure 3. Nucleic acid detection assay. (a) Fluorescence signal generated by the wild-type and alpha sensors initialized by a segment of the wild-
type analyte under non-competitive (left) and competitive (right) reaction conditions. (b) Fluorescence signal generated by the wild-type and
alpha sensors initialized by a segment of the alpha variant under non-competitive (left) and competitive (right) reaction conditions. Error bars
represent the standard error of the mean (SEM) with n = 3. (c) 2-D analysis showing wild-type and alpha variant detection under competitive
reaction conditions. Each data point is the average of 3 replicates. NTC, no template control.

Figure 4. Sensitivity of REVEALR genotyping under competitive conditions. (a) Fluorescent signal generation for 15 nM of the A570D, K417N/
K417T, L452R, and T547K DNA analyte after incubation for 30 min at 37 °C. Measurements are mean ± standard error (S.E.M), n = 3. Two
tailed Student’s t test; *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001. (b) Data are presented in 2-D plots showing wild-type and VOC
detection across a range of concentrations. Assays were performed by separately delivering either the wild-type or VOC analyte to the reaction
mixture. Each data point is the average of 3 replicates.
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either the wild-type or mutant analyte in a competitive binding
format to assess the detection limit for a simulated viral target.
When plotted in the 2-D format (Figure 4b), wild-type and
VOC analytes show strong signal separation along the diagonal
axis, illustrating the resolving power of the assay to clearly
distinguish wild-type and VOC analytes.
Clinical Validation of REVEALR Genotyping for SARS-

CoV-2 Surveillance. Surveillance testing in the United States,
both nationally and locally, reveals the spread of SARS-CoV-2
variants of concern across the country. Beginning in January
2021, the country witnessed the chronological rise of five
major VOCs, including the alpha (B.1.1.7), gamma (P.1),
epsilon (B.1.427/9), delta (B.1.617.2), and omicron
(B.1.1.529) strains, along with several other minor variants
(Figure 5). The rapid circulation of these more harmful strains
in the public created a need for rapid and accurate genotyping
assays that could be deployed as an alternative to traditional
sequencing methods, which are slow, costly, and difficult to
scale to the population. As a possible solution to this problem,
we evaluated our two-step REVEALR genotyping assay on
heat-inactivated patient samples collected at the UCI Medical
Center in Orange, California. RNA extracted from nasophar-
yngeal swaps obtained from 34 patients treated in early, mid,
and late 2021 were individually assayed in the competitive

binding format for the wild-type, alpha, beta, gamma, epsilon/
delta, and omicron variants. The patient samples were each
analyzed for activity against the set of five VOC sensors, with
each VOC sensor competing against the wild-type sensor. In
total, 170 diagnostic assays were performed against the set of
34 clinical samples, which reflect 31 COVID positive patients
and 3 COVID negative patients (Table S3). All of the samples
were sequence verified, either at the UCI Medical Center or in
our lab on the main campus. REVEALR identified each VOC
with perfect accuracy, including patients infected with the wild-
type strain, and yielded a clear negative result for each of the
three COVID negative swabs (Figure 5). Importantly, samples
collected in early, mid, and late 2021 reflect the abundance of
SARS-CoV-2 strains observed locally and nationally at that
time, indicating that REVEALR offers a powerful new tool for
population surveillance and patient diagnosis. This latter
observation could have an important impact on options for
therapeutic intervention, as emerging strains, such as delta and
omicron, have different virulence levels that can affect patient
treatment.

■ DISCUSSION

The COVID-19 pandemic, caused by the spread of SARS-
CoV-2 across the globe, represents the greatest threat to U.S.

Figure 5. Surveillance testing of SARS-CoV-2 in the United States and Orange County, California. Surveillance of SARS-CoV-2 from GISAID
shows the chronological frequency of variants of concern observed in the United States between January 2021 and January 2022 (top plot) using a
subsampled dataset with time points documented at 7 day increments. Pie charts depict the distribution of sequence-verified SARS-CoV-2 variants
observed in patients treated at the UCI Medical Center in Orange, California in early, mid, and late 2021. All 31 clinical samples were positively
genotyped by competitive REVEALR. Although patient samples 27, 28, 30, and 31 yielded positive results for both the beta and omicron variants,
due to a common K417N mutation shared between both strains, these samples were labeled omicron. This decision was based on a positive test for
the T547K mutation, and the fact that the beta variant was not observed in the United States and its presence elsewhere in the world preceded the
sample collection date. Each data point is the average of 3 replicates. Clinical samples 32−34 are negative controls obtained from healthy patients.
Colors: blue, positive for wild-type; green, positive for VOC; yellow, clinical samples that are negative for COVID-19. Abbreviations: W, wild-type;
A, alpha; E, epsilon; Γ, gamma; Δ, delta; and O, omicron; and n/d or -, not detected.
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health and prosperity since the Great Depression. Controlling
the spread of the disease will require the broad deployment of
highly sensitive, low cost, and simple to use point-of-care
diagnostics that are readily available for routine healthcare
monitoring. Critical to this effort is the need to rapidly identify
and triage patients infected with variants of concern that
increase viral transmissibility and reduce vaccine protection.
Current whole genome sequencing efforts designed to monitor
epidemiological changes in the population are insufficient for
this purpose, as this approach is used to provide a global
picture of disease spread in local communities and across the
nation. By contrast, the diagnosis of individual patients for a
specific VOC is currently performed by Sanger sequencing,
which is a slow and costly process that does not scale to the
population.
Here, we describe the design, optimization, and clinical

validation of a two-step genotyping system that is capable of
precisely identifying the specific VOCs infecting COVID-19
patients. Our technology platform, called REVEALR, is based
on a multicomponent DNAzyme strategy in which wild-type
and VOC-specific DNAzymes compete to recognize single-
nucleotide mutations in the viral RNA of patient-derived
nasopharyngeal swaps. Assays performed in the competition
format exhibit lower background fluorescence and higher
discriminating power across a broader range of analyte
concentrations than assays performed in a conventional
single-reagent format. We demonstrated the viability of
REVEALR as a rapid and highly sensitive genotyping assay
for detecting SARS-CoV-2 variants of concern by evaluating 34
samples collected from patients treated at the UCI Medical
Center in Orange, CA. REVEALR identified the correct viral
strain in all 31 of the COVID positive samples and yielded a
clear negative result for each of the 3 COVID negative
samples. In addition to strong positive and negative predictive
capabilities, results obtained from the clinical validation study
were consistent with local and national COVID-19 surveillance
efforts.
We wish to note that the epsilon and delta variants analyzed

in the current study were distinguished based on their sample
collection dates (Figure 5, Table S3), as both strains share a
common L452R mutation for which a sensor was available. In
the future, it may be possible to distinguish these strains using
the T19R and E156G backup sensors (Figure S4), which are
specific to the delta strain. Likewise, it should also be possible
to distinguish new omicron subvariants using a hierarchical
system in which an initial positive result for omicron is
followed by a second genotyping assay to elucidate the identity
of the specific subvariant in a patient sample (Figure S6).
Although REVEALR is conceptually similar to known

CRISPR-based approaches in terms of analyte detection and
signal generation, the platform has several unique advantages
that warrant consideration. These include (1) broader
targetability due to the absence of sequence constraints
imposed by the PAM motif, (2) lower background
fluorescence as a result of the competitive binding assay, (3)
lower risk of viral or bacterial contamination by avoiding the
need for protein expression and purification, and (4) increased
simplicity and lower cost because the sensor is based entirely
on the self-assembly of synthetic oligonucleotides and does not
require recombinant protein or RNase inhibitors as reagents
common to the CRISPR system. Together, these features make
REVEALR an attractive system for SARS-CoV-2 genotyping.

Looking ahead to the future, it is clear that REVEALR could
benefit from further improvements that lead to higher
sensitivity, high specificity, greater throughput, and increased
user friendliness. Such advances could, for example, include the
transition from a fluorescent-based detection system to a
simpler lateral flow device as well as the creation of an
amplification-free multiplex detection platform for routine
healthcare monitoring. We have previously demonstrated the
ability for REVEALR to function in a lateral flow system for
COVID detection,23 suggesting that similar systems could be
used as a diagnostic for patient genotyping. We could also
optimize the chemistry and position of the SNP discrimination
site in the sensor to allow for greater sensitivity of mismatch
detection. Other less technical advances for improving signal
detection may include changes to the virus inactivation
protocol, which currently uses elevated temperatures that
could damage the viral RNA analyte. More efficient lysis
methods, such as glass bead-based ultrasonic power as applied
to the Cepheid GeneXpert platform, could improve assay
performance.35 Finally, the incorporation of redundancy into
the assay through the use of multiple sensors per VOC would
increase the confidence of SARS-CoV-2 genotyping. This last
step could be done by utilizing backup sensors identified in this
study, discovering new sensors, or by optimizing existing
sensors for improved activity.

■ CONCLUSIONS
In summary, we have shown that REVEALR is a versatile and
efficient method for genotyping SARS-CoV-2 strains in
COVID-positive patients. This strategy offers a valuable new
approach for improving the sensitivity and specificity of single-
nucleotide detection assays in far reaching applications that
include pathogen detection, antibiotic resistance, genetic
diseases, and cancer. Future developments could enable
routine testing in hospitals, clinical diagnostic laboratories,
and possibly even local activities involving businesses and
schools.

■ ASSOCIATED CONTENT
*sı Supporting Information
The Supporting Information is available free of charge at
https://pubs.acs.org/doi/10.1021/jacs.2c03420.

Table S1: List of oligonucleotides used in this study;
Table S2: Single-nucleotide mutations evaluated in the
SARS-CoV-2 genome; Table S3: Summary of patient-
derived clinical samples; Figure S1: DNAzyme sensor
design; Figure S2: Genotype of SARS-CoV-2 variants;
Figure S3: Schematic overview of multicomponent
enzyme screening; Figure S4: Back-up sensors identified
for SNP discrimination; Figure S5: Multicomponent
sensors that did not qualify for SNP detection; Figure
S6: Possible REVEALR-based genotyping strategy for
omicron subvariants (PDF)

■ AUTHOR INFORMATION
Corresponding Author

John C. Chaput − Department of Pharmaceutical Sciences,
Department of Chemistry, Department of Molecular Biology
and Biochemistry, and Department of Chemical and
Biomolecular Engineering, University of California, Irvine,
California 92697-3958, United States; orcid.org/0000-

Journal of the American Chemical Society pubs.acs.org/JACS Article

https://doi.org/10.1021/jacs.2c03420
J. Am. Chem. Soc. XXXX, XXX, XXX−XXX

F

https://pubs.acs.org/doi/suppl/10.1021/jacs.2c03420/suppl_file/ja2c03420_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/jacs.2c03420/suppl_file/ja2c03420_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/jacs.2c03420/suppl_file/ja2c03420_si_001.pdf
https://pubs.acs.org/doi/10.1021/jacs.2c03420?goto=supporting-info
https://pubs.acs.org/doi/suppl/10.1021/jacs.2c03420/suppl_file/ja2c03420_si_001.pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="John+C.+Chaput"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0003-1393-135X
pubs.acs.org/JACS?ref=pdf
https://doi.org/10.1021/jacs.2c03420?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


0003-1393-135X; Phone: 949−824-8149;
Email: jchaput@uci.edu

Authors
Kefan Yang − Department of Chemical and Biomolecular
Engineering, University of California, Irvine, California
92697-3958, United States

Daniel N. Schuder − Department of Molecular Biology and
Biochemistry, University of California, Irvine, California
92697-3958, United States

Arlene K. Ngor − Department of Pharmaceutical Sciences,
University of California, Irvine, California 92697-3958,
United States

Complete contact information is available at:
https://pubs.acs.org/10.1021/jacs.2c03420

Notes
The authors declare the following competing financial
interest(s): The authors have filed a patent application on
REVEALR genotyping.

■ ACKNOWLEDGMENTS

We wish to thank members of the Chaput lab for helpful
comments and suggestions on the manuscript. This work was
supported by UCI new laboratory start-up funds awarded to
JC. The authors wish to acknowledge the support of the Chao
Family Comprehensive Cancer Center Experimental Tissue
Shared Resource, supported by the National Cancer Institute
of the National Institutes of Health under award number
P30CA062203.

■ REFERENCES
(1) Cutler, D. M.; Summers, L. H. The COVID-19 Pandemic and
the $16 Trillion Virus. JAMA 2020, 324, 1495−1496.
(2) Robson, F.; Khan, K. S.; Le, T. K.; Paris, C.; Demirbag, S.;
Barfuss, P.; Rocchi, P.; Ng, W. L. Coronavirus RNA Proofreading:
Molecular Basis and Therapeutic Targeting. Mol. Cell 2020, 79, 710−
727.
(3) Otto, S. P.; Day, T.; Arino, J.; Colijn, C.; Dushoff, J.; Li, M.;
Mechai, S.; Van Domselaar, G.; Wu, J.; Earn, D. J. D.; Ogden, N. H.
The origins and potential future of SARS-CoV-2 variants of concern
in the evolving COVID-19 pandemic. Curr. Biol. 2021, 31, R918−
R929.
(4) Korber, B.; Fischer, W. M.; Gnanakaran, S.; Yoon, H.; Theiler, J.;
Abfalterer, W.; Hengartner, N.; Giorgi, E. E.; Bhattacharya, T.; Foley,
B.; Hastie, K. M.; Parker, M. D.; Partridge, D. G.; Evans, C. M.;
Freeman, T. M.; de Silva, T. I.; Sheffield, C.-G. G.; McDanal, C.;
Perez, L. G.; Tang, H.; Moon-Walker, A.; Whelan, S. P.; LaBranche,
C. C.; Saphire, E. O.; Montefiori, D. C. Tracking Changes in SARS-
CoV-2 Spike: Evidence that D614G Increases Infectivity of the
COVID-19 Virus. Cell 2020, 182, 812−827.e19.
(5) Tao, K.; Tzou, P. L.; Nouhin, J.; Gupta, R. K.; de Oliveira, T.;
Kosakovsky Pond, S. L.; Fera, D.; Shafer, R. W. The biological and
clinical significance of emerging SARS-CoV-2 variants. Nat. Rev.
Genet. 2021, 22, 757−773.
(6) Gobeil, S. M.-C.; Janowska, K.; McDowell, S.; Mansouri, K.;
Parks, R.; Stalls, V.; Kopp, M. F.; Manne, K.; Li, D.; Wiehe, K.;
Saunders, K. O.; Edwards, R. J.; Korber, B.; Haynes, B. F.; Henderson,
R.; Acharya, P. Effect of natural mutations of SARS-CoV-2 on spike
structure, conformation, and antigenicity. Science 2021, 373,
No. eabi6226.
(7) Cai, Y.; Zhang, J.; Xiao, T.; Lavine, C. L.; Rawson, S.; Peng, H.;
Zhu, H.; Anand, K.; Tong, P.; Gautam, A.; Lu, S.; Sterling, S. M.;
Walsh, R. M., Jr.; Rits-Volloch, S.; Lu, J.; Wesemann, D. R.; Yang, W.;
Seaman, M. S.; Chen, B. Structural basis for enhanced infectivity and

immune evasion of SARS-CoV-2 variants. Science 2021, 373, 642−
648.
(8) McCallum, M.; Walls, A. C.; Sprouse, K. R.; Bowen, J. E.; Rosen,
L. E.; Dang, H. V.; De Marco, A.; Franko, N.; Tilles, S. W.; Logue, J.;
Miranda, M. C.; Ahlrichs, M.; Carter, L.; Snell, G.; Pizzuto, M. S.;
Chu, H. Y.; Van Voorhis, W. C.; Corti, D.; Veesler, D. Molecular basis
of immune evasion by the Delta and Kappa SARS-CoV-2 variants.
Science 2021, 374, 1621−1626.
(9) Callaway, E. The mutation that helps Delta spread like wildfire.
Nature 2021, 596, 472−473.
(10) Cao, Y.; Wang, J.; Jian, F.; Xiao, T.; Song, W.; Yisimayi, A.;
Huang, W.; Li, Q.; Wang, P.; An, R.; Wang, J.; Wang, Y.; Niu, X.;
Yang, S.; Liang, H.; Sun, H.; Li, T.; Yu, Y.; Cui, Q.; Liu, S.; Yang, X.;
Du, S.; Zhang, Z.; Hao, X.; Shao, F.; Jin, R.; Wang, X.; Xiao, J.; Wang,
Y.; Xie, X. S. Omicron escapes the majority of existing SARS-CoV-2
neutralizing antibodies. Nature 2021, 602, 657−663.
(11) Cyranoski, D. Alarming COVID variants show vital role of
genomic surveillance. Nature 2021, 589, 337−338.
(12) Mina, M. J.; Andersen, K. G. COVID-19 testing: One size does
not fit all. Science 2021, 371, 126−127.
(13) European Centre for Disease Prevention and Control/World
Health Organization Regional Office for Europe. Methods for the
detection and characterisation of SARS-CoV-2 variants − first update. 20
December 2021. Stockholm/Copenhagen; ECDC/WHO Regional
Office for Europe: 2021. https://apps.who.int/iris/bitstream/handle/
10665/351156/WHO-EURO-2021-2148-41903-62832-eng.
pdf?sequence=1&isAllowed=y. Accessed 2022-06-02.
(14) Bal, A.; Destras, G.; Gaymard, A.; Stefic, K.; Marlet, J.;
Eymieux, S.; Regue, H.; Semanas, Q.; d’Aubarede, C.; Billaud, G.;
Laurent, F.; Gonzalez, C.; Mekki, Y.; Valette, M.; Bouscambert, M.;
Gaudy-Graffin, C.; Lina, B.; Morfin, F.; Josset, L.; COVID-Diagnosis
HCL Study Group. Two-step strategy for the identification of SARS-
CoV-2 variant of concern 202012/01 and other variants with spike
deletion H69-V70, France, August to December 2020. Euro-
surveillance 2021, 26, 2100008.
(15) Bechtold, P.; Wagner, P.; Hosch, S.; Siegrist, D.; Ruiz-Serrano,
A.; Gregorini, M.; Mpina, M.; Ondo, F. A.; Obama, J.; Ayekaba, M.
O.; Engler, O.; Stark, W. J.; Daubenberger, C. A.; Schindler, T. Rapid
Identification of SARS-CoV-2 Variants of Concern Using a Portable
peakPCR Platform. Anal. Chem. 2021, 93, 16350−16359.
(16) Sherrill-Mix, S.; Hwang, Y.; Roche, A. M.; Glascock, A.; Weiss,
S. R.; Li, Y.; Haddad, L.; Deraska, P.; Monahan, C.; Kromer, A.;
Graham-Wooten, J.; Taylor, L. J.; Abella, B. S.; Ganguly, A.; Collman,
R. G.; Van Duyne, G. D.; Bushman, F. D. Detection of SARS-CoV-2
RNA using RT-LAMP and molecular beacons. Genome Biol. 2021, 22,
169.
(17) Kim, S.; Misra, A. SNP genotyping: technologies and
biomedical applications. Annu. Rev. Biomed. Eng. 2007, 9, 289−320.
(18) He, C.; Lin, C.; Mo, G.; Xi, B.; Li, A. A.; Huang, D.; Wan, Y.;
Chen, F.; Liang, Y.; Zuo, Q.; Xu, W.; Feng, D.; Zhang, G.; Han, L.;
Ke, C.; Du, H.; Huang, L. Rapid and accurate detection of SARS-
CoV-2 mutations using a Cas12a-based sensing platform. Biosens.
Bioelectron. 2022, 198, No. 113857.
(19) Gootenberg, J. S.; Abudayyeh, O. O.; Lee, J. W.; Essletzbichler,
P.; Dy, A. J.; Joung, J.; Verdine, V.; Donghia, N.; Daringer, N. M.;
Freije, C. A.; Myhrvold, C.; Bhattacharyya, R. P.; Livny, J.; Regev, A.;
Koonin, E. V.; Hung, D. T.; Sabeti, P. C.; Collins, J. J.; Zhang, F.
Nucleic acid detection with CRISPR-Cas13a/C2c2. Science 2017,
356, 438−442.
(20) Malik, T. N.; Chaput, J. C. XNA enzymes by evolution and
design. Current Research in Chemical Biology 2021, 1, No. 100012.
(21) Santoro, S. W.; Joyce, G. F. A general purpose RNA-cleaving
DNA enzyme. Proc. Natl. Acad. Sci. U. S. A. 1997, 94, 4262−4266.
(22) Mokany, E.; Bone, S. M.; Young, P. E.; Doan, T. B.; Todd, A.
V. MNAzymes, a versatile new class of nucleic acid enzymes that can
function as biosensors and molecular switches. J. Am. Chem. Soc.
2010, 132, 1051−1059.

Journal of the American Chemical Society pubs.acs.org/JACS Article

https://doi.org/10.1021/jacs.2c03420
J. Am. Chem. Soc. XXXX, XXX, XXX−XXX

G

https://orcid.org/0000-0003-1393-135X
mailto:jchaput@uci.edu
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Kefan+Yang"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Daniel+N.+Schuder"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Arlene+K.+Ngor"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/doi/10.1021/jacs.2c03420?ref=pdf
https://doi.org/10.1001/jama.2020.19759
https://doi.org/10.1001/jama.2020.19759
https://doi.org/10.1016/j.molcel.2020.07.027
https://doi.org/10.1016/j.molcel.2020.07.027
https://doi.org/10.1016/j.cub.2021.06.049
https://doi.org/10.1016/j.cub.2021.06.049
https://doi.org/10.1016/j.cell.2020.06.043
https://doi.org/10.1016/j.cell.2020.06.043
https://doi.org/10.1016/j.cell.2020.06.043
https://doi.org/10.1038/s41576-021-00408-x
https://doi.org/10.1038/s41576-021-00408-x
https://doi.org/10.1126/science.abi6226
https://doi.org/10.1126/science.abi6226
https://doi.org/10.1126/science.abi9745
https://doi.org/10.1126/science.abi9745
https://doi.org/10.1126/science.abl8506
https://doi.org/10.1126/science.abl8506
https://doi.org/10.1038/d41586-021-02275-2
https://doi.org/10.1038/s41586-021-04385-3
https://doi.org/10.1038/s41586-021-04385-3
https://doi.org/10.1038/d41586-021-00065-4
https://doi.org/10.1038/d41586-021-00065-4
https://doi.org/10.1126/science.abe9187
https://doi.org/10.1126/science.abe9187
https://apps.who.int/iris/bitstream/handle/10665/351156/WHO-EURO-2021-2148-41903-62832-eng.pdf?sequence=1&isAllowed=y
https://apps.who.int/iris/bitstream/handle/10665/351156/WHO-EURO-2021-2148-41903-62832-eng.pdf?sequence=1&isAllowed=y
https://apps.who.int/iris/bitstream/handle/10665/351156/WHO-EURO-2021-2148-41903-62832-eng.pdf?sequence=1&isAllowed=y
https://doi.org/10.2807/1560-7917.ES.2021.26.3.2100008
https://doi.org/10.2807/1560-7917.ES.2021.26.3.2100008
https://doi.org/10.2807/1560-7917.ES.2021.26.3.2100008
https://doi.org/10.1021/acs.analchem.1c02368?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.analchem.1c02368?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.analchem.1c02368?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1186/s13059-021-02387-y
https://doi.org/10.1186/s13059-021-02387-y
https://doi.org/10.1146/annurev.bioeng.9.060906.152037
https://doi.org/10.1146/annurev.bioeng.9.060906.152037
https://doi.org/10.1016/j.bios.2021.113857
https://doi.org/10.1016/j.bios.2021.113857
https://doi.org/10.1126/science.aam9321
https://doi.org/10.1016/j.crchbi.2021.100012
https://doi.org/10.1016/j.crchbi.2021.100012
https://doi.org/10.1073/pnas.94.9.4262
https://doi.org/10.1073/pnas.94.9.4262
https://doi.org/10.1021/ja9076777?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja9076777?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
pubs.acs.org/JACS?ref=pdf
https://doi.org/10.1021/jacs.2c03420?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(23) Yang, K.; Chaput, J. C. REVEALR: A Multicomponent
XNAzyme-Based Nucleic Acid Detection System for SARS-CoV-2. J.
Am. Chem. Soc. 2021, 143, 8957−8961.
(24) Chen, J. S.; Ma, E.; Harrington, L. B.; Da Costa, M.; Tian, X.;
Palefsky, J. M.; Doudna, J. A. CRISPR-Cas12a target binding
unleashes indiscriminate single-stranded DNase activity. Science
2018, 360, 436−439.
(25) Pan, Y.; Zhang, D.; Yang, P.; Poon, L. L. M.; Wang, Q. Viral
load of SARS-CoV-2 in clinical samples. Lancet Infect. Dis. 2020, 20,
411−412.
(26) Abi, A.; Safavi, A. Targeted Detection of Single-Nucleotide
Variations: Progress and Promise. ACS Sens 2019, 4, 792−807.
(27) Kauppinen, S.; Vester, B.; Wengel, J. Locked nucleic acid
(LNA): High affinity targeting of RNA for diagnostics and
therapeutics. Drug Discov Today Technol 2005, 2, 287−290.
(28) Koshkin, A. A.; Nielsen, P.; Meldgaard, M.; Rajwanshi, V. K.;
Singh, S. K.; Wengel, J. LNA (locked nucleic acid): an RNA mimic
forming exceedingly stable LNA:LNA duplexes. J. Am. Chem. Soc.
1998, 120, 13252−13253.
(29) Koshkin, A. A.; Singh, S. K.; Nielsen, P.; Rajwanshi, V. K.;
Kumar, R.; Meldgaard, M.; Olsen, C. E.; Wengel, J. LNA (Locked
Nucleic Acids): Synthesis of the adenine, cytosine, guanine, 5-
methylcytosine, thymine and uracil bicyclonucleoside monomers,
oligomerisation, and unprecedented nucleic acid recognition.
Tetrahedron 1998, 54, 3607−3630.
(30) You, Y.; Moreira, B. G.; Behlke, M. A.; Owczarzy, R. Design of
LNA probes that improve mismatch discrimination. Nucleic Acids Res.
2006, 34, No. e60.
(31) Kolpashchikov, D. M. A binary deoxyribozyme for nucleic acid
analysis. ChemBioChem 2007, 8, 2039−2042.
(32) Vester, B.; Lundberg, L. B.; Sørensen, M. D.; Babu, B. R.;
Douthwaite, S.; Wengel, J. LNAzymes: incorporation of LNA-type
monomers into DNAzymes markedly increases RNA cleavage. J. Am.
Chem. Soc. 2002, 124, 13682−13683.
(33) Khan, P.; Aufdembrink, L. M.; Engelhart, A. E. Isothermal
SARS-CoV-2 Diagnostics: Tools for Enabling Distributed Pandemic
Testing as a Means of Supporting Safe Reopenings. ACS Synth. Biol.
2020, 9, 2861−2880.
(34) Alaa Abdel Latif, J. L. M.; Alkuzweny, M.; Tsueng, G.; Cano,
M.; Haag, E.; Zhou, J.; Zeller, M.; Hufbauer, E.; Matteson, N.; Wu,
C.; Andersen, K. G.; Su, A. I.; Gangavarapu, K.; Hughes, L. D. SARS-
CoV-2 Lineage Comparison from outbreak. https://outbreak.info/
compare-lineages. Accessed 2022-01-02.
(35) Ulrich, M. P.; Christensen, D. R.; Coyne, S. R.; Craw, P. D.;
Henchal, E. A.; Sakai, S. H.; Swenson, D.; Tholath, J.; Tsai, J.; Weir,
A. F.; Norwood, D. A. Evaluation of the Cepheid GeneXpert system
for detecting Bacillus anthracis. J Appl. Microbiol. 2006, 100, 1011−
1016.

Journal of the American Chemical Society pubs.acs.org/JACS Article

https://doi.org/10.1021/jacs.2c03420
J. Am. Chem. Soc. XXXX, XXX, XXX−XXX

H

https://doi.org/10.1021/jacs.1c02664?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jacs.1c02664?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1126/science.aar6245
https://doi.org/10.1126/science.aar6245
https://doi.org/10.1016/S1473-3099(20)30113-4
https://doi.org/10.1016/S1473-3099(20)30113-4
https://doi.org/10.1021/acssensors.8b01604?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acssensors.8b01604?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.ddtec.2005.08.012
https://doi.org/10.1016/j.ddtec.2005.08.012
https://doi.org/10.1016/j.ddtec.2005.08.012
https://doi.org/10.1021/ja9822862?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja9822862?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/S0040-4020(98)00094-5
https://doi.org/10.1016/S0040-4020(98)00094-5
https://doi.org/10.1016/S0040-4020(98)00094-5
https://doi.org/10.1016/S0040-4020(98)00094-5
https://doi.org/10.1093/nar/gkl175
https://doi.org/10.1093/nar/gkl175
https://doi.org/10.1002/cbic.200700384
https://doi.org/10.1002/cbic.200700384
https://doi.org/10.1021/ja0276220?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja0276220?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acssynbio.0c00359?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acssynbio.0c00359?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acssynbio.0c00359?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://outbreak.info/compare-lineages
https://outbreak.info/compare-lineages
https://doi.org/10.1111/j.1365-2672.2006.02810.x
https://doi.org/10.1111/j.1365-2672.2006.02810.x
pubs.acs.org/JACS?ref=pdf
https://doi.org/10.1021/jacs.2c03420?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as



