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Abstract: Orientia tsutsugamushi is responsible for causing scrub typhus (ST) and is the leading cause
of acute encephalitis syndrome (AES) in AES patients. A rapid and sensitive method to detect scrub
typhus on-site is essential for the timely deployment of control measures. In the current study, we
developed a rapid, sensitive, and instrument-free lateral flow assay (LFA) detection method based on
CRISPR/Cas12a technology for diagnosing ST (named LoCIST). The method is completed in three
steps: first, harnessing the ability of recombinase polymerase for isothermal amplification of the target
gene; second, CRISPR/Cas12a-based recognition of the target; and third, end-point detection by LFA.
The detection limit of LoCIST was found to be one gene copy of ST genomic DNA per reaction, and
the process was complete within an hour. In 81 clinical samples, the assay showed no cross-reactivity
with other rickettsial DNA and was 100% consistent with PCR detection of ST. LoCIST demonstrated
97.6% sensitivity and 100% specificity. Overall, the LoCIST offers a novel alternative for the portable,
simple, sensitive, and specific detection of ST, and it may help prevent and control AES outbreaks
due to ST. In conclusion, LoCIST does not require specialized equipment and poses a potential for
future applications as a point-of-care diagnostic.

Keywords: scrub typhus; Orientia tsutsugamushi; rapid diagnostic kit; Gorakhpur; acute encephalitis
syndrome; 56 kDa gene; CRISPR/Cas12a; lateral flow assay

1. Introduction

Orientia tsutsugamushi (OT) is an obligate intracellular parasite bacteria and the
causative agent of scrub typhus (ST), which is associated with acute febrile illness (AFI) [1]
and transmitted by mites through an infected chigger bite (in the larval stage). This disease,
which was earlier believed to be endemic in the tsutsugamushi triangle (extending from
Japan and Russia in the north to Northern Australia in the south and the Arabian Peninsula
in the west), has now extended from its endemic region and poses a serious global health
threat to populations in countries including, but not limited to, Africa, America, the United
Arab Emirates, Korea, Japan, China, Taiwan, India, Indonesia, Thailand, Sri Lanka, and the
Philippines [1–4]. ST has been established as an important etiology associated with >60%
of acute encephalitis syndrome (AES) cases in the pediatric population [5–7]. If ST is left
undiagnosed and untreated, it may also lead to severe multiorgan failure, which may result
in case fatalities of up to 30% or even higher [1]. ST has long been a tropically neglected
infectious disease; therefore, different facets of the disease, from diagnosis to prevention,
are still unclear.
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ST is difficult to diagnose clinically since the symptoms resemble those of other acute
febrile infections. The serological or molecular methods available for ST detection are
ELISA, IFA, ICT, Weil–Felix, PCR, loop-mediated isothermal amplification (LAMP), etc.
While the Weil–Felix test lacks specificity and sensitivity, other immuno-based approaches,
such as IFA and ELISA, are insufficient at revealing the infection in its early stages due to
the absence of detectable antibodies one to two weeks post-infection [8]. On the other hand,
PCR-based approaches are highly accepted for their proficiency in early-stage diagnosis of
ST, but the genetic diversity of OT hampers their applicability [8]. Based on the variations
in the 56 kDa type-specific antigen, Karp, Gilliam, and Kato are considered prototypes of
Orientia, while the genotypes include Kuroki, Shimokoshi, Kawasaki, and Boryong, etc. [9].
Among the ST genotypes, Gilliam and Karp are reported to be the prevailing genotypes of
OT that lead to AFI and AES [10–13], with sporadic reports of dual infections [14]. Due to
having the highest variability and being one of the immunodominant genes among the OT
genotypes, the 56 kDa gene was selected for this study [15].

ST is an important neglected tropical disease affecting mainly rural populations, with
an increasing effect on urban populations [16]. PCR-based approaches require expensive
specialized instruments and well-established infrastructure for laboratories, as well as
skilled manpower, which remain unavailable in the peripheral rural endemic areas. Thus,
the unavailability of molecular rapid diagnostic tools, which can facilitate the early detec-
tion of ST, results in a delayed diagnosis and creates a delay in treatment. Keeping in mind
the endemicity of ST in rural areas and the lack of infrastructure, we urge the requirement
for a rapid and efficient method of ST detection.

A denaturation-free amplification method was introduced in 2006, termed recombinase
polymerase amplification (RPA). In RPA, the amplification of genetic material is carried
out by strand-displacing polymerase, RecA recombinase, and single-strand DNA-binding
proteins (SSBs). Since the replication process is denaturation-free, the amplification of
nucleic acid can be performed at a single temperature (37–42 ◦C) within a short duration of
time (20–30 min) [17]. The ambient temperature can be provided by simple equipment such
as a dry bath or a water bath. Some clustered regularly interspaced short palindromic repeat
(CRISPR) systems possess trans-cleavage activity, which activates upon target recognition
and has been utilized further for genome or SNP detection [18]. These CRISPR systems
can be integrated with RPA to facilitate the nucleic acid detection of a low genome copy.
For instance, CRISPR-based diagnostics employed with isothermal amplification, such as
DETECTR and SHERLOCK, with attomolar sensitivity and single nucleotide differentiation
ability, offered a new era in molecular biosensing [19–21]. RPA has been demonstrated to
be compatible with the Cas12a endonuclease system for specific nucleic acid detection, as
both can work at a common temperature (37–42 ◦C) [22–25].

The CRISPR/Cas12a system utilizes CRISPR RNA (crRNA) and a 5’ TTTV (V = A/G/C)
protospacer adjacent motif (PAM) for target recognition. Once the target is identified
by the Cas12a:crRNA nucleoprotein complex, the triggered endonuclease activity of
CRISPR/Cas12a cleaves the target, as well as any non-target ssDNA present in the sur-
rounding area [19]. The non-target DNA can be tagged by a fluorescent reporter or an
immune-labeled reporter, which, upon cleavage, may result in fluorescent signal and lateral
flow strip-based detection, respectively. Hence, RPA can be coupled with CRISPR/Cas12a
and a lateral flow assay to facilitate end-point detection for the establishment of a robust
detection method in low-resource settings, which eliminates the requirement for specialized
equipment as demonstrated earlier [24,25]. PCR has long been nucleic acid’s gold standard,
but the advancements in nucleic acid detection methods have led to simpler processes that
rely less on well-equipped labs and trained lab staff.

In the present study, we developed a platform named Lateral flow detection method
based on CRISPR/Cas12a technology for ST (LoCIST), where RPA is coupled with CRISPR/
Cas12a for the specific detection of prevalent OT genotypes, Gilliam and Karp. The
sensitivity and specificity of the LoCIST were evaluated using the genomic DNA extracted
from the whole blood (WB) obtained from AES cases diagnosed positive and negative for
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ST by IgM ELISA and other rickettsial strains and found to be comparable to that of PCR.
The limit of detection of the assay was also evaluated using the copy number of 56 kDa in
comparison to qPCR.

2. Materials and Methods
2.1. Materials and Reagents

The oligonucleotide sequences (Supplementary Materials) were synthesized by IDT
(Coralville, IA, USA). TwistAmp Basic RPA kit and millennia hybrid detect lateral flow
strips were purchased from Twistdx (Scarborough, ME, USA), Taq polymerase, high purity
LbaCas12a, NEB buffer r2.1, and de-oxy nucleoside triphosphates (dNTPs) were obtained
from New England Biolabs (Ipswich, MA, USA). The cloning kit pGEM-T easy vector was
purchased from Promega (Madison, WI, USA). Brilliant II SYBR Green qPCR Master mix
was purchased from Agilent Technologies (Santa Clara, CA, USA). The other reagents, such
as buffers and media, were prepared in our laboratory.

2.2. Bacterial Strains

This study involved the strains of OT, including Gilliam and Karp, of which the
genomic DNA was isolated from WB of well-characterized clinical samples, and other
similar clinical pathogens, including standard rickettsial strains: R. akari from the transi-
tional group, R. conori and R. rickettsia from spotted fever group, and R. typhi from the
typhus group.

2.3. Clinical Sample Collection and Processing

The stored clinical samples received between January 2019 and January 2020 from
the AES suspected cases admitted to the BRD medical college (BRDMC), Gorakhpur, were
retrieved. The 3 mL of WB for serum and 1 mL of WB EDTA were collected before initiating
the antibiotic therapy with the patient’s and/or their parent’s consent. In this study, the WB
samples that tested positive (n = 18) and negative (n = 63) for ST by IgM ELISA were used
for validation. The cut-off OD value of the IgM ELISA assay for ST was 0.7 for serum [5].

The extraction of DNA from the patient’s WB samples was carried out using a com-
mercial kit following the manufacturer’s instructions (Qiagen, Hilden, Germany). The
isolated DNA was stored at −20 ◦C until further use.

2.4. Positive Control Preparation

The complete ORF of the 56 kDa gene was amplified using genomic DNA extracted
from the Gilliam and Karp genotypes of OT using the primer reported earlier [26] (Figure S1).
PCR amplification was carried out using a Phusion™ High-Fidelity DNA Polymerase
(Thermofisher, Waltham, MA, USA). The amplified 56 kDa gene after gel purification was
cloned into the pGEM-T easy vector (Promega Corp., Madison, WI, USA) following the
protocol described earlier [27] (Figure S2). The cloned 56 kDa ORF was further utilized for
optimization of RPA as a positive control and to assess the limit of detection.

The concentration of the recombinant plasmid was measured using a Qubit spec-
trophotometer (Thermo Scientific, Waltham, MA, USA). To obtain the quantitative standard
curve, the copy number of the target amplicons was calculated, and the plasmid DNA was
diluted to correspond to a 1–107 copies per reaction. The copy number of the intended
target was calculated using the following formula:

DNA
(

copies
mL

)
=

[(
6.023 ∗ 1023) ∗ c ∗ 10−9)]
DNA length(bp) ∗ 660

(1)

where
6.023 ∗ 1023. is Avogadro’s constant;
660 = Average mass of 1 basepair (bp) dsDNA;
DNA concentration (c) = OD260*dilution factor.
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2.5. Isothermal Amplification with RPA

The RPA primers for the 56 kDa gene were designed in-house according to the Twistdx
instruction’s manual; they were 35 nucleotides (nt) long with an amplicon length of
200–400 bp. These primers were screened for secondary structure, homo-dimer, cross-
dimerization, and possible hairpin using IDT Oligo Analyzer (https://www.idtdna.com/
pages/tools/oligoanalyzer, accessed on 24 February 2023) and net primer (http://www.
premierbiosoft.com/NetPrimer/AnalyzePrimerServlet, accessed on 24 February 2023). The
optimum primer pair was selected for 56 kDa gene, and amplification was performed
using the TwistAmp Basic Kit with the same primer set as the qPCR. Concentrations of the
primers in RPA were optimized ranging between 200 and 480 nM. The total RPA reaction
volume was adjusted to 25 µL. Briefly, the lyophilized RPA pellet was resuspended in
29.5 µL rehydration buffer mixed with 0.48 µM of each forward and reverse primer and
1 µL of the template, followed by the addition of 14 mM magnesium acetate in the tube lid
and spun down to start the reaction. The target was amplified by incubating the reaction at
39 ◦C for 20 min in a dry bath. The list of DNA and crRNA sequences used in this study is
provided in Table S1.

The amplified products of RPA were cleaned through column purification by QIAquick
gel extraction kit (Qiagen, Germany) with minor modifications (Figure S3) to confirm
amplification. The RPA end products were directly mixed with 2 volumes of isopropanol
followed by a column purification step as per the instruction manual. The cleaned RPA
products were subjected to agarose gel electrophoresis. Subsequently, the band of interest
was excised and purified, and the specificity of RPA was confirmed by sequencing. Further,
the product of RPA was directly used for CRISPR/Cas12a-based endpoint detection through
lateral flow assays.

2.6. CRISPR RNA (crRNA) Synthesis and CRISPR/Cas12a-Based Detection of ST

A pair of CRISPR RNA (crRNA) for the target was designed manually for specific detec-
tion of the 56 kDa gene sequence of OT adjacent to the 5′-TTTV protospacer adjacent motif
(PAM) site. The optimized cr56kDa2 sequence was 5′-UAAUUUCUACUAAGUGUAGAUA
UCUGAGUAUGAUUGUUGGCC-3′, consisting of a scaffold 5′-UAAUUUCUACUAAGUG
UAGAU-3′ and spacer RNA 5′-AUCUGAGUAUGAUUGUUGGCC-3′ (Table S1).

While the RPA reaction was in progress, the CRISPR/Cas12a reaction was set up in
a total volume of 30 µL containing 1X r2.1 buffer and a 1:1 volume of Cas12a:crRNA and
incubated at room temperature or 25 ◦C for 10 min to facilitate Cas12a:crRNA complex
formation. Further, 50 nmole of ssDNA reporter and 2 µL of RPA product were added to
the pre-assembled Cas12a:crRNA complex and subsequently incubated at 37 ◦C for 20 min
to ensure complete cleavage of the reporter molecule.

2.7. RPA-CRISPR/Cas12a Coupled with a Lateral Flow Detection

For ease of interpretation, an end-point assay with a lateral flow test strip was devel-
oped for OT detection, integrating RPA-CRISPR/Cas12a. The FAM/biotin-labeled ssDNA
reporter molecule was synthesized from IDT and lateral flow strips; HybriDetect (Mile-
nia Biotec, GmbH, Versailles, Germany) was used to capture labeled nucleic acids. For
end-point detection, the RPA:Cas12a:crRNA reaction was mixed with 100 µL of running
buffer provided with the strips, and the lateral flow strip was immersed in the solution.
Uncleaved reporter molecules were captured at the first detection line (test line), whereas
the indiscriminate ssDNA cleavage activity of CRISPR/Cas12a did not generate any signal
at the first detection line but generated only a signal at the second line (control line). The
result was recorded immediately (<3 min) to avoid any false interpretation, and the image
was captured using a cell phone camera.

https://www.idtdna.com/pages/tools/oligoanalyzer
https://www.idtdna.com/pages/tools/oligoanalyzer
http://www.premierbiosoft.com/NetPrimer/AnalyzePrimerServlet
http://www.premierbiosoft.com/NetPrimer/AnalyzePrimerServlet
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2.8. Establishment of Sensitivity and Specificity of LoCIST

Using cloned 56 kDa:pGEM-T plasmid isolated from recombinant colonies, the an-
alytical sensitivity of the assay was assessed. As stated in Section 2.3, 56 kDa recombi-
nant plasmid DNA was serially diluted from a range of concentration between 1 and
107 copies µL−1. The test line (T-line) signal in the LFA with the lowest copy number
was detected to determine the LOD. To determine the analytical specificity of the LoCIST,
clinical samples obtained from AES patients were used.

2.9. Real-Time PCR

The standard curve for copy number quantification was performed using a 2X Brilliant
SYBR green mix kit (Applied biosystem, Waltham, MA, USA) as per the manufacturer’s
instructions. Serially diluted concentrations of 56 kDa recombinant plasmid DNA, 1, 10,
102, 103, 105, and 107 copies per reaction were used as a template. A negative control
was included, where template DNA was replaced with nuclease-free water. All reactions
were set up in triplicate. Quantitative PCR (qPCR) analysis was performed using the
Biorad CFX96 Real-Time PCR system. The cycling condition includes 95 ◦C for (10 min)
and 40 cycles of 95 ◦C (30 s), 60 ◦C (60 s), and 72 ◦C (30 s). Melt curve analysis was
performed at the end of the PCR, starting with 55 ◦C for 10 s with an increment of 0.5 ◦C.
Microsoft Excel, MS Office 10 was used to calculate the regression coefficients (R2). The
threshold cycle values against the copy number were plotted using scatter plot and the
trendline was added to calculate the R2 value. A R2 value equal to or higher than 0.99 was
considered significant.

2.10. Bioinformatical Tools

Primers were designed using the complete 56 kDa gene sequences retrieved from
NCBI GenBank. The alignment of the nucleotide sequences was performed using ClustalW
in MEGA-X [28]. The consensus sequence was obtained using Jalview [29]. The designed
primers were cross-verified for the intended target using primer blast before synthesis [30].

3. Results
3.1. Construction of the Recombinant Plasmid

The recombinant plasmids of Gilliam and Karp 56 kDa–pGEM-T constructs were di-
gested using restriction enzymes SpeI and SacII and analyzed by agarose gel electrophoresis.
Two fragments of the bands at sizes of ≈3000 bp and ≈1500 bp were observed, which were
in accordance with the size of the plasmid pGEM-T easy and the target gene, respectively
(Figure S2). Further, the target gene in the recombinant plasmids was also confirmed by
sequencing. The sequences can be found at GenBank under accession numbers MZ292564
(Karp) and MZ292589 (Gilliam).

3.2. Establishment of the LoCIST Platform

In this study, we have developed a quick and sensitive platform termed “LoCIST”,
which is a lateral flow assay based on CRISPR/Cas12a detection of the OT (Figure 1).
Among the in-house-designed RPA primers, 1115F and 1419R demonstrated optimum
results and were selected to carry out further experiments for the CRISPR/Cas-based
detection of OT (Figure S3).
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Figure 1. Schematics of the LoCIST platform working principle. (A) Extraction of DNA and the
region targeted for detection of Orientia tsutsugamushi by RPA; (B) CRISPR/Cas12a-mediated cis and
trans-cleavage upon target recognition. (C) Lateral flow assay for endpoint detection of OT.
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Two crRNAs (cr56Kda1 and cr56Kda2) were designed manually from the region
adjacent to the PAM sequence from the sense (5′-TTTV) and anti-sense (3′-TTTV) strands,
respectively, for the identified target region (Table S1). The cr56Kda2, which was located
near 5′-TTTV, demonstrated a more promising result on the lateral flow assay (LFA) than
the other one (Figure S4). The product of the CRISPR/Cas12a reaction before and after the
completion of the CRISPR/Cas12a reaction indicated complete degradation of the target
product amplified during RPA, demonstrating the ideal performance of the CRISPR/Cas12a
reaction (Figure S5). Further, the concentrations of Cas12a, cr56Kda2, and ssDNA octamer
Biotinylated-FAM reporters (5′-6FAM/TTATTATT/Biotin-3′) were optimized in such a
way that the positive test would be evident as a clear or faint test band whereas, in the
negative test, both bands would be evident. The optimized concentration for such a result
was found to be 30 nmole, 30 nmole, and 50 nmole for Cas12a, cr56Kda2, and ssDNA
reporter, respectively (Figure 2A,B). The incubation time for CRISPR/Cas12a was also
checked, taking 100 gene copies per reaction of cloned plasmid as an input template. The
results demonstrated that the time duration of 20 min was enough to detect the low copy
of ST genomic material (Figure 2C).
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bination 1 produced a test band on the negative sample and both a control and a test band 
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Figure 2. Optimization of Cas12a, cr56kDa2, and ssDNA reporter for lateral flow detection of
ST. (A) CRISPR/Cas-LFA-based detection of ST at different concentration combinations of Cas12a,
cr56kDa2, and ssDNA reporter cr56kDa2. (B) Table showing the different combinations of Cas12a,
cr56kDa2, and ssDNA reporter concentrations used (optimal concentration highlighted with box).
(C) Time optimization for CRISPR/Cas12a reaction at optimized concentration of Cas12a, cr56kDa2,
and ssDNA. The image was captured after 10 min and 20 min of reaction completion. Each set
includes 2 positive clinical samples (1–2), 1 negative control for ST (3), positive control (100 gene
copies µL−1 of plasmid template) labeled as PC, and a no template control (NTC).

3.3. Detection Limit of LoCIST

The linear standard curve from qPCR demonstrated a R2 value of 0.99, which is
statistically significant (Figure 3A,B). This CRISPR/Cas12a-based platform was optimized
at a varying range of concentrations of Cas12a, cr56kDa2, and ssDNA. Two alternative
combinations of Cas12a, cr56kDa2, and ssDNA concentrations: (1) 50 nmole, 62.5 nmole,
and 500 nmole, as previously described [31], and (2) 30 nmole, 30 nmole, and 50 nmole,
were shown to provide optimal results on the lateral flow strip, but in two different ways.
Combination 1 produced a test band on the negative sample and both a control and a
test band on the positive samples (Figure 3C). Whereas combination 2 resulted in the
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development of both the control and test lines on the negative sample and only a sharp
control band and a low (low target gene copy) or no T-line (high target gene copy) on the
positive samples (Figure 3D).
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Combination 1 was tested for gene copy numbers ranging between 1 and 1000 copies
per reaction, and combination 2 was tested for gene copies per reaction ranging between 1
and 100. Both combinations demonstrated the detection of one copy per reaction. Hence,
the limit of detection demonstrated by LoCIST is up to one gene copy (Figure 3C,D).
Combination 1 employs a high concentration of Bio/FAM-labeled ssDNA reporters to
block all the anti-FAM antibodies at the T-line, leaving the control line (C-line) clear. Only
upon CRISPR/Cas12a activation does the FAM analyte reach the C-line, and hence both C-
and T-lines developed and indicated positive results, leaving some reporters uncleaved
(Figure 3C). However, when the target is present in ample quantity, all reporters become
cleaved, leaving the T-line clear. Upon subsequent repetition the similar results were not
obtained with the combination 1 concentration. Hence, the concentration was further
optimized and concentrations of Cas12a, cr56kDa2, and ssDNA reporter in combination
2 produced the optimum and reproducible results with three replicates. Therefore, further
optimization for LoCIST development was carried out using combination 2 concentrations,
where the presence of C-line was indicative of a negative result and the absence of C-line
was an indication of a positive result.

3.4. Clinical Specimens

The samples were collected on the same day of patient admission and stored at−20 ◦C
until further use. A total of 81 clinical samples tested positive and negative by IgM ELISA
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and PCR for ST were used for validating the developed LoCIST platform. Among the
samples that tested positive by PCR (n = 43), the female-to-male ratio was 1:1.5. The
majority of the population comprised the pediatric age group 1–10 years (67.4%). The
average time interval between the date of fever onset and the date of sample collection
was found to be 8.75 days for ST ELISA IgM-positive samples and 5.83 days for ST ELISA
IgM-negative and PCR-positive samples (Table 1).

Table 1. Demographic details of the available AES case data detected positive by PCR.

Feature Number (n) Percentage (%) Total Data
Availability (n)

Sex
Male 26 60.46

43Female 16 39.53

Age group
1.1–5 16 37.20

43
5.1–10 13 30.236
10.1–15 7 16.27
15.1–20 2 4.65
20.1–30 4 11.62

Clinical symptoms
Fever Grade
High 20 60.6

33

Low 7 21.21
Vomiting 18 54.54
Loose motion 5 15.15
Abdominal pain 7 21.21
Headache 9 27.27
Retrorbital 1 3.03
Cough 2 6.06
Altered Sensorium 15 45.45
Seizure 1 3.03
Body tightening 19 57.57
Frothing 12 36.36
Up rolling of eyeball 16 48.48
Abnormal behavior 1 3.03

Time interval between symptoms onset and DOA
ELISA positive 8.75 16

40ELISA negative 5.8 24
DOA = Date of admission.

3.5. Performance of the LoCIST with Clinical Samples

The LoCIST platform, along with IgM ELISA, was compared with conventional PCR
targeting the same 56 kDa gene. With 81 AES clinical specimens, which included IgM
ELISA-positive or PCR-positive for ST (n = 43) and IgM ELISA- and PCR-negative for
ST (n = 38), the sensitivity and specificity of the LoCIST platform were established. The
LoCIST platform demonstrated 97.67% sensitivity and 100% specificity when compared to
PCR (Figure 4).
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3.6. Unambiguous Detection of OT by cr56kDa2

In silico analysis of cr56kDa2 revealed that the region is conserved among Orientia
genotypes, including the prevalent genotypes, Gilliam and Karp, in India. As predicted,
cr56kDa2 could precisely target the prevalent Orientia species. To verify its specificity on
target, we tested our diagnostic platform with the strains of Orientia, Gilliam and Karp,
along with the other rickettsial species, including R. akari, R. conori, R. rickettsia, and R. typhi.
The results demonstrated that LoCIST could precisely detect OT strains, Gilliam and Karp,
without showing any cross-reactivity with other rickettsial strains. Overall, cr56kDa2
showed 100% specificity and could be used for the detection of OT strains from various
geographical regions of India.
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4. Discussion

The OT is associated with ST disease, which accounts for >60% of the total AES
cases admitted to the hospital among the reported etiologies [5]. Being the common cause
of fever in AES and AFI patients, delayed diagnosis of ST may contribute to multiple
organ dysfunction and up to a 25% increased mortality rate, specifically in the pediatric
population [32]. Hence, a rapid diagnostic test with at least 70% sensitivity is required [33].
The sensitivity of molecular tests, including PCR and real-time PCR, over conventional
immunoassay has been well established; nevertheless, they are only available in centralized
laboratories. The existing gold standard for molecular detection of ST includes PCR,
nested PCR, or real-time PCR. The limitation associated with the current gold standard
is that it requires high-quality genomic material, which is a tedious process. Moreover,
the complete process, from sample processing to its detection, requires sophisticated
instruments, such as a high-speed centrifuge, a thermal cycler, good infrastructure, and
skilled manpower [34]. Whereas isothermal amplification via RPA has provided a new
horizon to rapid molecular tests, eliminating the requirements of sophisticated instruments,
and it can be conducted with crude DNA; hence, it does not require a high level of sample
processing for obtaining genomic material [35,36]. Therefore, it serves as an ideal candidate
for the point-of-care aspect.

Based on isothermal detection, i.e., RPA [33,37,38] or LAMP [39–41] integrated with
either a visual, fluorescent, or lateral flow test of ST, were developed earlier (Table 2).
The sensitivity and specificity of these diagnostic approaches made using isothermal
amplification alone, either with LAMP or RPA, demonstrated sensitivity ranging from 20
to 96.1% and a specificity ranging from 99.16 to 100% [39–41]. These developed isothermal
diagnostic assays targeted either GroES [41], 56 kDa [38], or 47 kDa gene [37,42]. Since
the PCR based on 56 kDa demonstrated high specificity (94.9–100%) over 47 kDa and the
GroEL-based PCR assay and being the major immunodominant protein located on the outer
membrane of the bacteria [43,44], 56 kDa gene was targeted in this study rather than other
genes. The CRISPR/Cas-specific cleavage activity can be engineered and repurposed for the
identification of a specific target [21]. Using deactivated CRISPR/Cas9, a dCas9-mediated
biosensor has been developed by Koo et al. for severe fever with thrombocytopenia
syndrome (SFTS) and ST detection [45]. But, firstly, the suggested platform has not defined
the specific OT strain detected. Secondly, the platform result is based upon the changes
in refractive index (RI), which further requires an instrument to capture the change in RI,
while the visual detection can be readily interpreted by any personnel.

Table 2. Sensitivity and specificity of the available scrub typhus isothermal detection platform.

S. No. Platform Isothermal
Amplification

CRISPR/Cas
System End Point Detection Gene Target Sensitivity Specificity

(%) LOD Reference

1 LAMP assay LAMP - Agarose gel
electrophoresis/real-time groEL - - 3 gene

copies [39]

2 47-RPA-nfo and
47-RPA-Exo RPA - Lateral flow/fluorescence 47 kDa 80% 100 10–60 gene

copies [37]

3 dCas9 based
SMR RPA dCas9 Resonance-based micro

rings 56 kDa 1 copy 100 0.54 aM [45]

4 RPA-LF RPA - Lateral flow assay 56 kDa 100% 90 10 gene
copies [38]

5 Real time-RPA RPA - Real-time fluorescence 47 kDa 80% 100 100 gene
copies [33]

6 RPA RPA - Fluorescence 56 kDa - - - [46]
7 SFTSV/OT/IC

RT-LAMP LAMP - Real-time fluorescence - 91.6% 100 25 [41]
8 LoCIST RPA Cas12a Lateral flow assay 56 kDa 97.6% 100 1 gene copy This study

The cis- and trans-cleavage properties of CRISPR/Cas12a have been extensively har-
nessed for the development of molecular detection-based diagnostic platforms [19,21,47,48].
Utilizing this astonishing property of the Cas12a system, we have designed a LoCIST plat-
form integrated with RPA and LFA. The RPA was able to generate a billion copies of
the target gene in record time at an isothermal temperature (37–40 ◦C) without the use
of sophisticated instruments [17]. LbCas12a isolated from the Lachnospiraceae bacterium
has been shown to act best at the same temperature as RPA and has been widely ac-
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cepted for the development of detection platforms over other Cas12a endonucleases such
as AsCas12a from Acidaminococcus sp. and CeCas12a from Coprococcus eutactus [49,50].
Therefore, we have employed an engineered form of LbCas12a for the development of
our detection platform. Cas12a, upon target recognition with the help of engineered cr-
RNA, activates its cis-cleavage (target-specific). followed by trans-cleavage activation
(non-specific) [19]. In LoCIST, coupled RPA and CRISPR/Cas12a provided the advan-
tage of triple specificity: firstly, target recognition by a specific primer; secondly, with
crRNA-directed CRISPR/Cas12a target recognition activating target cleavage; and lastly,
the reporter cleavage (non-target), which will occur only in the presence of a specific target.
Hence, the target is recognized twice in the overall process of target detection, providing
the utmost sensitivity and specificity. The trans-cleavage (FAM/biotin-labeled ssDNA
reporters) activity of CRISPR/Cas12a results in enhanced signal output in LFA. Overall,
LoCIST demonstrated its superiority over the earlier reported platform in terms of sen-
sitivity, specificity, and limit of detection (Table 2). The novelty of this approach lies in
the coupling of RPA-CRISPR/Cas12a-LFA, and hence, this is the first report to detect OT
utilizing the Cas12a endonuclease system. LoCIST provided an easy-to-use platform for
OT detection.

crRNA, a short stretch of nucleotides (18–20 bases) complementary to the target and
present near the PAM motif (5′-TTTV), only activates the Cas12a endonuclease activity,
cleaving arbitrarily the ssDNA present in the vicinity [19]. However, PAM-free target
detection by LbCas12a has also been reported [36,51]. To evaluate the stringency of the
PAM sequence, we designed two crRNAs, one present near 3′-TTTV (cr56kDa1) and the
other near 5′-TTTV (cr56kDa2). As described earlier, among the two, only cr56kDa2 near
5′-TTTV was able to activate the Cas12a endonuclease, demonstrating the robustness of
Cas12a detection. These results support the earlier reports [25,47,49]. In continuation,
we have modified the method of detection such that the presence of both C- and T-lines
indicates a negative result, whereas the absence of a T-line indicates a positive result.
Thus, when target detection is facilitated by engineered cr56kDa2, the activation of Cas12a
endonuclease occurs, which results in the cleavage of complete reporters at optimized
concentrations of Cas12a (30 nmole), cr56kDa2 (30 nmole), and ssDNA reporters (50 nmole).
Upon cleavage, all cleaved reporters could travel to the C-line, leaving the T-line clear,
hence indicating a positive test. A faint or low T-line indicates a positive sample with a low
concentration of the genome target. Further, the lateral flow strip procured for the assay
was meant for the detection of a dual-label incorporated target, giving a signal at the T-line,
whereas the C-line always develops as the labels are present individually [52]. Due to the
cleavage of the dual-labeled ssDNA reporters by CRISPR/Cas12a, the C-line develops,
whereas the T-line diminishes. Consequently, the results were reproducible regardless of
the number of repetitions of the assay.

We found that the average time interval between the date of fever onset and the date
of sample collection was 8.75 days for ST ELISA IgM-positive samples and 5.83 days for
ST ELISA IgM-negative and PCR-positive samples. Our result is supported by earlier
studies demonstrating the presence of insufficient detectable antibodies up to 7–14 days
post-infection [8]. We assume that the antibody titer was too low to reveal the infection by
ELISA IgM, as the interval window between fever onset and sample collection was too
short. On the contrary, the shorter interval between fever onset to sample collection was
too favorable for molecular detection, i.e., nucleic acid-based detection of the target before
the initiation of therapeutic interventions [26,53]. The LoCIST could precisely detect the
presence of OT in clinical samples that were detected as negative by ELISA; hence, the
platform demonstrated its ability to detect the target at the earliest. We have established this
rapid diagnostic tool for OT detection for up to one 56 kDa gene copy per reaction. Further,
this platform readily detects the OT genotypes prevalent in India, such as Gilliam and Karp,
thus facilitating the detection of these neglected tropical diseases in AES cases in remote
regions. Additionally, LoCIST demonstrated its sensitivity and specificity with clinical
samples, including both positives and negatives for ST. Furthermore, LoCIST can easily
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differentiate among the closely related genera of OT, i.e., rickettsia. Further, to deploy this
technology for on-site diagnosis, simplified and instrument-free sample processing (DNA
extraction) is required, where the current study is lagging. Studies have demonstrated
the utilization of low resources for sample preparation, such as heat lysis, chemical lysis,
magnetic nanoparticle-based, and FTA card-based [54–56]. Once the DNA extraction
process becomes simplified, the LoCIST employing the RPA-CRISPR/Cas12a-LFA assay
would enable the bedside detection of OT in remote areas.

The rapid diagnostic tests available for ST diagnosis are serology-based, and the rise
of antibody titers to detectable levels takes time (>7 days). By the time the diagnosis is
confirmed, the patient may have already entered the phase of severity. Nucleic acid detec-
tion is precise, and it can aid in the early detection of OT and prevent the progression of
disease. Here, we provided a precise solution to the delayed diagnosis and treatment of ST
in low-resource settings, which is the requirement for real-world challenges. The coupling
of CRISPR/Cas12a-based molecular detection to RPA and LFA provided advancements
in the molecular diagnostic approach reported earlier. LoCIST holds a potential rapid
diagnostic tool as a valid molecular approach, but it is not restricted to peripheral rural and
semi-urban settings. It may facilitate the early diagnosis of ST because of its simplicity and
results comparable to PCR. Furthermore, LoCIST can enable clinical practitioners to initiate
timely therapeutic intervention and can also be deployed in rudimentary mobile laborato-
ries, some basic medical units, such as those in primary health care clinics, surveillance,
and epidemiological studies.
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showing (A) restriction digestion of the recombinant plasmid with SpeI and SacII. (B) Plasmid isolated
from the transformed colony. (C) PCR using plasmid as template. Figure S3: Gel image showing
(A) RPA with different in-house designed RPA primers with OT strain Gilliam and Karp. (B) RPA
PCR-purified products respective of gel image A. Figure S4: CRISPR/Cas12a-based detection of ST.
The 56 kDa recombinant plasmid with 1000 copies per reaction was used for the optimization of the
detection platform. Figure S5: Gel image showing the CRISPR/Cas12a reaction before and after the
CRISPR/Cas12a reaction. Table S1: List of primers used in this study. Table S2: Target amplicon
sequence with forward and reverse primer highlighted. Video S1: CRISPR/Cas12a-based Lateral
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Author Contributions: R.S. and P.B. conceived and designed the research. P.B. and N.S.N. conducted
experiments. P.B. wrote the initial draft manuscript. S.P.B. and R.S. have done a formal analysis. S.K.,
H.D., R.K. (Rajesh Kumar), G.R.D. and R.K. (Rajni Kant) reviewed and revised the draft manuscript
for intellectual content. Funding acquisition and supervision were done by R.S. All authors have read
and agreed to the published version of the manuscript.

Funding: This research was supported by the Indian Council of Medical Research, Ministry of
Health and Family Welfare, Government of India funded intramural project entitled ‘Development of
isothermal amplification and CRISPR/Cas based rapid detection test of Orientia tsutsugamushi.

Institutional Review Board Statement: The study was approved by the Institutional Ethical Com-
mittee (IEC), RMRC, Gorakhpur, India, letter no. 2.11/RMRC/E/2021. The IEC (human), RMRC,
Gorakhpur adheres to the 2006 ethical principles for biomedical research involving human subjects
issued by the Indian Council of Medical Research (ICMR), New Delhi. All Biosafety criteria were
rigorously observed.

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: Data is contained within the article and supplementary material.

https://www.mdpi.com/article/10.3390/bios13121021/s1
https://www.mdpi.com/article/10.3390/bios13121021/s1


Biosensors 2023, 13, 1021 14 of 16

Acknowledgments: We thank Vishal Yadav, Kamlesh Sah, and Ravi S. Singh for their invaluable
technical assistance in the field and laboratory. The authors express their appreciation to government
health officials, hospital technical staff, and all participants in the study. Pooja Bhardwaj is grateful to
the Department of Health Research, HRD, MoH&FW, New Delhi for the Young Scientist Fellowship.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript; or
in the decision to publish the results.

References
1. Xu, G.; Walker, D.H.; Jupiter, D.; Melby, P.C.; Arcari, C.M. A review of the global epidemiology of scrub typhus. PLoS Negl. Trop.

Dis. 2017, 11, e0006062. [CrossRef] [PubMed]
2. Luce-Fedrow, A.; Lehman, M.L.; Kelly, D.J.; Mullins, K.; Maina, A.N.; Stewart, R.L.; Ge, H.; John, H.S.; Jiang, J.; Richards, A.L. A

Review of Scrub Typhus (Orientia tsutsugamushi and Related Organisms): Then, Now, and Tomorrow. Trop. Med. Infect. Dis. 2018,
3, 8. [CrossRef] [PubMed]

3. Jiang, J.; Richards, A.L. Scrub Typhus: No Longer Restricted to the Tsutsugamushi Triangle. Trop. Med. Infect. Dis. 2018, 3, 11.
[CrossRef] [PubMed]

4. Richards, A.L.; Jiang, J. Scrub Typhus: Historic Perspective and Current Status of the Worldwide Presence of Orientia Species.
Trop. Med. Infect. Dis. 2020, 5, 49. [CrossRef] [PubMed]

5. Mittal, M.; Thangaraj, J.W.V.; Rose, W.; Verghese, V.P.; Kumar, C.G.; Mittal, M.; Sabarinathan, R.; Bondre, V.; Gupta, N.; Murhekar,
M.V. Scrub Typhus as a Cause of Acute Encephalitis Syndrome, Gorakhpur, Uttar Pradesh, India. Emerg. Infect. Dis. 2017, 23,
1414–1416. [CrossRef] [PubMed]

6. Jain, P.; Prakash, S.; Tripathi, P.K.; Chauhan, A.; Gupta, S.; Sharma, U.; Jaiswal, A.K.; Sharma, D.; Jain, A. Emergence of Orientia
tsutsugamushi as an important cause of Acute Encephalitis Syndrome in India. PLoS Negl. Trop. Dis. 2018, 12, e0006346.
[CrossRef]

7. Murhekar, M.; Thangaraj, J.V.; Sadanandane, C.; Mittal, M.; Gupta, N.; Rose, W.; Sahay, S.; Kant, R.; Gupte, M. Investigations of
seasonal outbreaks of acute encephalitis syndrome due to Orientia tsutsugamushi in Gorakhpur region, India: A One Health case
study. Indian J. Med. Res. 2021, 153, 375–381. [CrossRef]

8. Kala, D.; Gupta, S.; Nagraik, R.; Verma, V.; Thakur, A.; Kaushal, A. Diagnosis of scrub typhus: Recent advancements and
challenges. 3 Biotech 2020, 10, 396. [CrossRef]

9. Abarca, K.; Martínez-Valdebenito, C.; Angulo, J.; Jiang, J.; Farris, C.M.; Richards, A.L.; Acosta-Jamett, G.; Weitzel, T. Molecular
Description of a Novel Orientia Species Causing Scrub Typhus in Chile. Emerg. Infect. Dis. 2020, 26, 2148–2156. [CrossRef]

10. Kelly, D.J.; Fuerst, P.A.; Ching, W.; Richards, A.L. Scrub Typhus: The Geographic Distribution of Phenotypic and Genotypic
Variants of Orientia tsutsugamushi. Clin. Infect. Dis. 2009, 48, S203–S230. [CrossRef]

11. Bora, T.; Khan, S.A.; Jampa, L.; Laskar, B. Genetic diversity of Orientia tsutsugamushi strains circulating in Northeast India. Trans.
R. Soc. Trop. Med. Hyg. 2018, 112, 22–30. [CrossRef]

12. Chunchanur, S.K.; Venugopal, S.J.; Ambica, R.; Dakshayani, B. Phylogenetic Diversity of Orientia tsutsugamushi Isolates in
Patients with Scrub Typhus in Bengaluru, India. Indian J. Med. Microbiol. 2019, 37, 438–441. [CrossRef] [PubMed]

13. Behera, S.P.; Kumar, N.; Singh, R.; Deval, H.; Zaman, K.; Misra, B.; Pandey, A.; Kant, R.; Kavathekar, A.; Kumar, S.; et al. Molecular
Detection and Genetic Characterization of Orientia tsutsugamushi from Hospitalized Acute Encephalitis Syndrome Cases During
Two Consecutive Outbreaks in Eastern Uttar Pradesh, India. Vector-Borne Zoonotic Dis. 2021, 21, 747–752. [CrossRef] [PubMed]

14. Nanaware, N.; Desai, D.; Banerjee, A.; Zaman, K.; Mittal, M.; Kulkarni, S. Genotypic Characterization of Orientia tsutsugamushi
Isolated from Acute Encephalitis Syndrome and Acute Febrile Illness Cases in the Gorakhpur Area, Uttar Pradesh, India. Front.
Microbiol. 2022, 13, 910757. [CrossRef]

15. Janardhanan, J.; Prakash, J.A.J.; Abraham, O.C.; Varghese, G.M. Comparison of a conventional and nested PCR for diagnostic
confirmation and genotyping of Orientia tsutsugamushi. Diagn. Microbiol. Infect. Dis. 2014, 79, 7–9. [CrossRef]

16. Bonell, A.; Lubell, Y.; Newton, P.N.; Crump, J.A.; Paris, D.H. Estimating the burden of scrub typhus: A systematic review. PLoS
Negl. Trop. Dis. 2017, 11, e0005838. [CrossRef]

17. Piepenburg, O.; Williams, C.H.; Stemple, D.L.; Armes, N.A. DNA Detection Using Recombination Proteins. PLoS Biol. 2006,
4, e204. [CrossRef] [PubMed]

18. Aman, R.; Mahas, A.; Mahfouz, M. Nucleic Acid Detection Using CRISPR/Cas Biosensing Technologies. ACS Synth. Biol. 2020, 9,
1226–1233. [CrossRef]

19. 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. [CrossRef]

20. Kellner, M.J.; Koob, J.G.; Gootenberg, J.S.; Abudayyeh, O.O.; Zhang, F. SHERLOCK: Nucleic acid detection with CRISPR nucleases.
Nat. Protoc. 2019, 14, 2986–3012. [CrossRef]

21. Bhardwaj, P.; Kant, R.; Behera, S.P.; Dwivedi, G.R.; Singh, R. Next-Generation Diagnostic with CRISPR/Cas: Beyond Nucleic
Acid Detection. Int. J. Mol. Sci. 2022, 23, 6052. [CrossRef] [PubMed]

https://doi.org/10.1371/journal.pntd.0006062
https://www.ncbi.nlm.nih.gov/pubmed/29099844
https://doi.org/10.3390/tropicalmed3010008
https://www.ncbi.nlm.nih.gov/pubmed/30274407
https://doi.org/10.3390/tropicalmed3010011
https://www.ncbi.nlm.nih.gov/pubmed/30274409
https://doi.org/10.3390/tropicalmed5020049
https://www.ncbi.nlm.nih.gov/pubmed/32244598
https://doi.org/10.3201/eid2308.170025
https://www.ncbi.nlm.nih.gov/pubmed/28726617
https://doi.org/10.1371/journal.pntd.0006346
https://doi.org/10.4103/ijmr.IJMR_625_21
https://doi.org/10.1007/s13205-020-02389-w
https://doi.org/10.3201/eid2609.200918
https://doi.org/10.1086/596576
https://doi.org/10.1093/trstmh/try019
https://doi.org/10.4103/ijmm.IJMM_19_267
https://www.ncbi.nlm.nih.gov/pubmed/32003348
https://doi.org/10.1089/vbz.2021.0003
https://www.ncbi.nlm.nih.gov/pubmed/34191633
https://doi.org/10.3389/fmicb.2022.910757
https://doi.org/10.1016/j.diagmicrobio.2013.11.030
https://doi.org/10.1371/journal.pntd.0005838
https://doi.org/10.1371/journal.pbio.0040204
https://www.ncbi.nlm.nih.gov/pubmed/16756388
https://doi.org/10.1021/acssynbio.9b00507
https://doi.org/10.1126/science.aar6245
https://doi.org/10.1038/s41596-019-0210-2
https://doi.org/10.3390/ijms23116052
https://www.ncbi.nlm.nih.gov/pubmed/35682737


Biosensors 2023, 13, 1021 15 of 16

22. Liu, Y.; Hu, H.; Zanaroli, G.; Xu, P.; Tang, H. A Pseudomonas sp. strain uniquely degrades PAHs and heterocyclic derivatives via
lateral dioxygenation pathways. J. Hazard. Mater. 2021, 403, 123956. [CrossRef] [PubMed]

23. Sun, Y.; Yu, L.; Liu, C.; Ye, S.; Chen, W.; Li, D.; Huang, W. One-tube SARS-CoV-2 detection platform based on RT-RPA and
CRISPR/Cas12a. J. Transl. Med. 2021, 19, 74. [CrossRef] [PubMed]

24. Malcı, K.; Walls, L.E.; Rios-Solis, L. Rational Design of CRISPR/Cas12a-RPA Based One-Pot COVID-19 Detection with Design of
Experiments. ACS Synth. Biol. 2022, 11, 1555–1567. [CrossRef]

25. Zheng, S.Y.; Ma, L.L.; Wang, X.L.; Lu, L.X.; Ma, S.T.; Xu, B.; Ouyang, W. RPA-Cas12aDS: A visual and fast molecular diagnostics
platform based on RPA-CRISPR-Cas12a method for infectious bursal disease virus detection. J. Virol. Methods 2022, 304, 114523.
[CrossRef] [PubMed]

26. Bhardwaj, P.; Behera, S.P.; Nanaware, N.; Zaman, K.; Deval, H.; Kant, R.; Kulkarni, S.; Kumar, R.; Dwivedi, G.R.; Singh, R.
Phylogenetic and immunological investigations of complete TSA56 ORF of Orientia tsutsugamushi present in acute encephalitis
syndrome cases from eastern Uttar Pradesh, India. Arch. Microbiol. 2023, 205, 178. [CrossRef]

27. Sambrook, J.; Fritsch, E.F.; Maniatis, T. Molecular Cloning: A Laboratory Manual; Cold Spring Harbor Laboratory Press: New York,
NY, USA, 1989.

28. Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. MEGA X: Molecular Evolutionary Genetics Analysis across Computing
Platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. [CrossRef]

29. Waterhouse, A.M.; Procter, J.B.; Martin, D.M.A.; Clamp, M.; Barton, G.J. Jalview Version 2—A multiple sequence alignment editor
and analysis workbench. Bioinformatics 2009, 25, 1189–1191. [CrossRef]

30. Ye, J.; Coulouris, G.; Zaretskaya, I.; Cutcutache, I.; Rozen, S.; Madden, T.L. Primer-BLAST: A tool to design target-specific primers
for polymerase chain reaction. BMC Bioinform. 2012, 13, 134. [CrossRef]

31. Broughton, J.P.; Deng, X.; Yu, G.; Fasching, C.L.; Servellita, V.; Singh, J.; Miao, X.; Streithorst, J.A.; Granados, A.; Sotomayor-
Gonzalez, A.; et al. CRISPR–Cas12-based detection of SARS-CoV-2. Nat. Biotechnol. 2020, 38, 870–874. [CrossRef]

32. Zhao, D.; Zhang, Y.; Yin, Z.; Zhao, J.; Yang, D.; Zhou, Q. Clinical Predictors of Multiple Organ Dysfunction Syndromes in Pediatric
patients with Scrub Typhus. J. Trop. Pediatr. 2016, 63, 167–173. [CrossRef] [PubMed]

33. Nguyen, C.T.; Nguyen, U.D.; Le, T.T.; Bui, H.T.; Nguyen, A.N.T.; Thi Nguyen, A.N.; Trieu, N.T.; Trieu, L.P.; Bui, S.T.; Nguyen, C.;
et al. Establishment of Recombinase Polymerase Amplification assay for rapid and sensitive detection of Orientia tsutsugamushi in
Southeast Asia. Acta Trop. 2020, 210, 105541. [CrossRef]

34. Kim, D.-M.; Park, G.; Kim, H.S.; Lee, J.Y.; Neupane, G.P.; Graves, S.; Stenos, J. Comparison of Conventional, Nested, and Real-Time
Quantitative PCR for Diagnosis of Scrub Typhus. J. Clin. Microbiol. 2011, 49, 607–612. [CrossRef] [PubMed]

35. Myhrvold, C.; Freije, C.A.; Gootenberg, J.S.; Abudayyeh, O.O.; Metsky, H.C.; Durbin, A.F.; Kellner, M.; Tan, A.; Paul, L.; Parham,
L.; et al. Field-deployable viral diagnostics using CRISPR-Cas13. Science 2018, 360, 444–448. [CrossRef] [PubMed]

36. Lin, K.; Guo, J.; Guo, X.; Li, Q.; Li, X.; Sun, Z.; Zhao, Z.; Weng, J.; Wu, J.; Zhang, R.; et al. Fast and visual detection of nucleic acids
using a one-step RPA-CRISPR detection (ORCD) system unrestricted by the PAM. Anal. Chim. Acta 2023, 1248, 340938. [CrossRef]

37. Chao, C.-C.; Belinskaya, T.; Zhang, Z.; Ching, W.-M. Development of Recombinase Polymerase Amplification Assays for Detection
of Orientia tsutsugamushi or Rickettsia typhi. PLoS Negl. Trop. Dis. 2015, 9, e0003884. [CrossRef]

38. Qi, Y.; Yin, Q.; Shao, Y.; Cao, M.; Li, S.; Chen, H.; Shen, W.; Rao, J.; Li, J.; Li, X.; et al. Development of a rapid and visual nucleotide
detection method for a Chinese epidemic strain of Orientia tsutsugamushi based on recombinase polymerase amplification assay
and lateral flow test. Int. J. Infect. Dis. 2018, 70, 42–50. [CrossRef]

39. Paris, D.H.; Blacksell, S.D.; Newton, P.N.; Day, N.P. Simple, rapid and sensitive detection of Orientia tsutsugamushi by loop-
isothermal DNA amplification. Trans. R. Soc. Trop. Med. Hyg. 2008, 102, 1239–1246. [CrossRef]

40. Roy, S.; Yadav, S.; Garg, S.; Deshmukh, P.R.; Narang, R. Evaluation of nested PCR and loop mediated isothermal amplification
assay (LAMP) targeting 47 kDa gene of Orientia tsutsugamushi for diagnosis of scrub typhus. Indian J. Med. Microbiol. 2021, 39,
475–478. [CrossRef]

41. Jang, W.S.; Lim, D.H.; Choe, Y.L.; Nam, J.; Moon, K.C.; Kim, C.; Choi, M.; Park, I.; Park, D.W.; Lim, C.S. Developing a multiplex
loop-mediated isothermal amplification assay (LAMP) to determine severe fever with thrombocytopenia syndrome (SFTS) and
scrub typhus. PLoS ONE 2022, 17, e0262302. [CrossRef]

42. Paris, D.H.; Blacksell, S.D.; Nawtaisong, P.; Jenjaroen, K.; Teeraratkul, A.; Chierakul, W.; Wuthiekanun, V.; Kantipong, P.; Day,
N.P.J. Diagnostic Accuracy of a Loop-Mediated Isothermal PCR Assay for Detection of Orientia tsutsugamushi during Acute
Scrub Typhus Infection. PLoS Negl. Trop. Dis. 2011, 5, e1307. [CrossRef] [PubMed]

43. Ohashi, N.; Koyama, Y.; Urakami, H.; Fukuhara, M.; Tamura, A.; Kawamori, F.; Yamamoto, S.; Kasuya, S.; Yoshimura, K.
Demonstration of Antigenic and Genotypic Variation in Orientia tsutsugamushi Which Were Isolated in Japan, and Their
Classification into Type and Subtype. Microbiol. Immunol. 1996, 40, 627–638. [CrossRef] [PubMed]

44. Lim, C.; Paris, D.H.; Blacksell, S.D.; Laongnualpanich, A.; Kantipong, P.; Chierakul, W.; Wuthiekanun, V.; Day, N.P.; Cooper, B.S.;
Limmathurotsakul, D. How to Determine the Accuracy of an Alternative Diagnostic Test when It Is Actually Better than the
Reference Tests: A Re-Evaluation of Diagnostic Tests for Scrub Typhus Using Bayesian LCMs. PLoS ONE 2015, 10, e0114930.
[CrossRef] [PubMed]

45. Koo, B.; Kim, D.-E.; Kweon, J.; Jin, C.E.; Kim, S.-H.; Kim, Y.; Shin, Y. CRISPR/dCas9-mediated biosensor for detection of tick-borne
diseases. Sens. Actuators B Chem. 2018, 273, 316–321. [CrossRef]

https://doi.org/10.1016/j.jhazmat.2020.123956
https://www.ncbi.nlm.nih.gov/pubmed/33265000
https://doi.org/10.1186/s12967-021-02741-5
https://www.ncbi.nlm.nih.gov/pubmed/33593370
https://doi.org/10.1021/acssynbio.1c00617
https://doi.org/10.1016/j.jviromet.2022.114523
https://www.ncbi.nlm.nih.gov/pubmed/35288230
https://doi.org/10.1007/s00203-023-03492-1
https://doi.org/10.1093/molbev/msy096
https://doi.org/10.1093/bioinformatics/btp033
https://doi.org/10.1186/1471-2105-13-134
https://doi.org/10.1038/s41587-020-0513-4
https://doi.org/10.1093/tropej/fmw066
https://www.ncbi.nlm.nih.gov/pubmed/27697827
https://doi.org/10.1016/j.actatropica.2020.105541
https://doi.org/10.1128/JCM.01216-09
https://www.ncbi.nlm.nih.gov/pubmed/21068287
https://doi.org/10.1126/science.aas8836
https://www.ncbi.nlm.nih.gov/pubmed/29700266
https://doi.org/10.1016/j.aca.2023.340938
https://doi.org/10.1371/journal.pntd.0003884
https://doi.org/10.1016/j.ijid.2018.03.003
https://doi.org/10.1016/j.trstmh.2008.04.040
https://doi.org/10.1016/j.ijmmb.2021.06.011
https://doi.org/10.1371/journal.pone.0262302
https://doi.org/10.1371/journal.pntd.0001307
https://www.ncbi.nlm.nih.gov/pubmed/21931873
https://doi.org/10.1111/j.1348-0421.1996.tb01120.x
https://www.ncbi.nlm.nih.gov/pubmed/8908607
https://doi.org/10.1371/journal.pone.0114930
https://www.ncbi.nlm.nih.gov/pubmed/26024375
https://doi.org/10.1016/j.snb.2018.06.069


Biosensors 2023, 13, 1021 16 of 16

46. Qiang, W.; Bin, Q.; Qian, C. Fluorescence Isothermal Amplification Primer, Probe, Kit and Detection Method for Orientia
Tsutsutsugamushi Nucleic Acid. CN113186304A, 30 July 2021.

47. Bai, J.; Lin, H.; Li, H.; Zhou, Y.; Liu, J.; Zhong, G.; Wu, L.; Jiang, W.; Du, H.; Yang, J.; et al. Cas12a-Based On-Site and Rapid
Nucleic Acid Detection of African Swine Fever. Front. Microbiol. 2019, 10, 2830. [CrossRef]

48. Xiong, Y.; Cao, G.; Chen, X.; Yang, J.; Shi, M.; Wang, Y.; Nie, F.; Huo, D.; Hou, C. One-pot platform for rapid detecting virus
utilizing recombinase polymerase amplification and CRISPR/Cas12a. Appl. Microbiol. Biotechnol. 2022, 106, 4607–4616. [CrossRef]

49. Zetsche, B.; Gootenberg, J.S.; Abudayyeh, O.O.; Slaymaker, I.M.; Makarova, K.S.; Essletzbichler, P.; Volz, S.E.; Joung, J.; van der
Oost, J.; Regev, A.; et al. Cpf1 is a single RNA-guided endonuclease of a class 2 CRISPR-Cas system. Cell 2015, 163, 759–771.
[CrossRef]

50. Chen, P.; Zhou, J.; Wan, Y.; Liu, H.; Li, Y.; Liu, Z.; Wang, H.; Lei, J.; Zhao, K.; Zhang, Y.; et al. A Cas12a ortholog with stringent
PAM recognition followed by low off-target editing rates for genome editing. Genome Biol. 2020, 21, 78. [CrossRef]

51. Wu, Y.; Luo, W.; Weng, Z.; Guo, Y.; Yu, H.; Zhao, R.; Zhang, L.; Zhao, J.; Bai, D.; Zhou, X.; et al. A PAM-free CRISPR/Cas12a
ultra-specific activation mode based on toehold-mediated strand displacement and branch migration. Nucleic Acids Res. 2022, 50,
11727–11737. [CrossRef]

52. Milenia. Milenia Biotec. Available online: https://www.milenia-biotec.com/en/product/hybridetect/ (accessed on 24 July 2023).
53. Paul, D.; Lyngdoh, W.V.; Barman, H.; Lyngdoh, C.J.; Lynrah, K.; Durairaj, E. Clinical Performance Analysis and Evaluation of

Quantitative Real Time PCR for Diagnosis of Scrub Typhus in North East India. Life Sci. 2020, 2020050440. [CrossRef]
54. Kang, J.; Li, Y.; Zhao, Y.; Wang, Y.; Ma, C.; Shi, C. Nucleic acid extraction without electrical equipment via magnetic nanoparticles

in Pasteur pipettes for pathogen detection. Anal. Biochem. 2021, 635, 114445. [CrossRef] [PubMed]
55. Ahmed, H.A.; MacLeod, E.T.; Hide, G.; Welburn, S.C.; Picozzi, K. The best practice for preparation of samples from FTA®cards

for diagnosis of blood borne infections using African trypanosomes as a model system. Parasites Vectors 2011, 4, 68. [CrossRef]
[PubMed]

56. Tsou, J.-H.; Leng, Q.; Jiang, F. A CRISPR Test for Detection of Circulating Nuclei Acids. Transl. Oncol. 2019, 12, 1566–1573.
[CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.3389/fmicb.2019.02830
https://doi.org/10.1007/s00253-022-12015-9
https://doi.org/10.1016/j.cell.2015.09.038
https://doi.org/10.1186/s13059-020-01989-2
https://doi.org/10.1093/nar/gkac886
https://www.milenia-biotec.com/en/product/hybridetect/
https://doi.org/10.20944/preprints202005.0440.v1
https://doi.org/10.1016/j.ab.2021.114445
https://www.ncbi.nlm.nih.gov/pubmed/34740597
https://doi.org/10.1186/1756-3305-4-68
https://www.ncbi.nlm.nih.gov/pubmed/21548975
https://doi.org/10.1016/j.tranon.2019.08.011
https://www.ncbi.nlm.nih.gov/pubmed/31634698

	Introduction 
	Materials and Methods 
	Materials and Reagents 
	Bacterial Strains 
	Clinical Sample Collection and Processing 
	Positive Control Preparation 
	Isothermal Amplification with RPA 
	CRISPR RNA (crRNA) Synthesis and CRISPR/Cas12a-Based Detection of ST 
	RPA-CRISPR/Cas12a Coupled with a Lateral Flow Detection 
	Establishment of Sensitivity and Specificity of LoCIST 
	Real-Time PCR 
	Bioinformatical Tools 

	Results 
	Construction of the Recombinant Plasmid 
	Establishment of the LoCIST Platform 
	Detection Limit of LoCIST 
	Clinical Specimens 
	Performance of the LoCIST with Clinical Samples 
	Unambiguous Detection of OT by cr56kDa2 

	Discussion 
	References

