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Abrogation of pRRSV infectivity 
by CRISPR-Cas13b-mediated viral 
RNA cleavage in mammalian cells
Jin cui, navapon techakriengkrai, teerawut nedumpun & Sanipa Suradhat  ✉

CRISPR/Cas9 enables dsDNA viral genome engineering. However, the lack of RNA targeting activities 
limits the ability of CRISPR/Cas9 to combat RNA viruses. The recently identified class II type VI CRISPR/
Cas effectors (Cas13) are RNA-targeting CRISPR enzymes that enable RNA cleavage in mammalian and 
plant cells. We sought to knockdown the viral RNA of porcine reproductive and respiratory syndrome 
virus (PRRSV) directly by exploiting the CRISPR/Cas13b system. Effective mRNA cleavage by CRISPR/
Cas13b-mediated CRISPR RNA (crRNA) targeting the ORF5 and ORF7 genes of PRRSV was observed. 
To address the need for uniform delivery of the Cas13b protein and crRNAs, an all-in-one system 
expressing Cas13b and duplexed crRNA cassettes was developed. Delivery of a single vector carrying 
double crRNAs enabled the simultaneous knockdown of two PRRSV genes. Transgenic MARC-145 cells 
stably expressing the Cas13b effector and crRNA mediated by lentiviral-based transduction showed 
a robust ability to splice the PRRSV genomic RNA and subgenomic RNAs; viral infection was almost 
completely abrogated by the combination of double crRNAs simultaneously targeting the ORF5 and 
ORF7 genes. Our study indicated that the CRISPR/Cas13b system can effectively knockdown the PRRSV 
genome in vitro and can potentially be used as a potent therapeutic antiviral strategy.

RNA viruses remain a great threat to humans and animals around the world1,2. Vaccination is the primary strat-
egy to prevent viral infections in hosts3. Unlike DNA viruses, the extremely high evolutionary rates of RNA 
viruses have led to the rapid emergence of variant virus strains4,5. Heterologous infections often cause vaccine 
failure. In addition, vaccines against many RNA viruses have not been successfully developed6. Following viral 
infection, antiviral drug treatments are the only clinical therapy to combat viruses. However, there are only a 
limited number of antivirals available targeting viruses that threaten public human health, such as HIV, HBV, 
HCV, herpesviruses and influenza viruses7. Although certain compounds have the potential to be developed as 
broad-spectrum antiviral agents, the relatively high cost limits their widespread clinical use in veterinary medi-
cine, RNA viral infection causes significant economic loss in the livestock industry.

Porcine reproductive and respiratory syndrome (PRRS) has been one of the most important infectious viral 
diseases in swine worldwide for almost three decades8,9. Porcine reproductive and respiratory syndrome virus 
(PRRSV), the aetiological agent of PRRS, is an enveloped single-stranded positive-sense RNA virus belonging 
to the family Arteriviridae10. Presently, PRRSV is taxonomically classified into the genus Porarterivirus11,12. The 
PRRSV genome is approximately 15 kb in length with at least 10 open reading frames (ORFs)13. PRRSV uti-
lizes two distinct transcription mechanisms to express viral accessory and structural proteins14. The two-third 
5′ terminal PRRSV genome contains two replicase-associated genes (ORF1a and ORF1b) encoding polypro-
teins that are further processed into 17 non-structural proteins (NSPs) responsible for PRRSV transcription 
and replication15,16. The PRRSV structural proteins are produced by a nested set of 3′ co-terminal subgenomic 
RNAs17. PRRSV consists of two highly heterologous species, namely, PRRSV-1 (formerly European genotype 1) 
and PRRSV-2 (formerly North American genotype 2)12,18. The PRRSV-1 species is classified into three subtypes 
(subtypes 1–3) and the PRRSV-2 species is further divided into typical and atypical strains19–21. The PRRSV-1 
Lena strain (subtype 3) and PRRSV-2 atypical strains have been described as highly pathogenic PRRSV strains 
characterized by high fever and high mortality rates in pigs of all ages19,22. PRRSV can suppress the host immune 
system, which may allow secondary/opportunistic pathogens to establish infections, resulting in more severe and 
chronic diseases23. Due to extensive antigenic variability and immunomodulatory properties of the virus, control 
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of PRRSV has proven to be a challenge throughout the world. Therefore, the development of alternative and effec-
tive treatment strategies is urgently needed.

The clustered regularly interspaced short palindromic repeats (CRISPR) and CRISPR-associated (Cas) 
systems provide adaptive immunity to bacteria and archaea, enabling organisms to respond to and eliminate 
invading foreign genetic elements24,25. The CRISPR-Cas systems form two major classes, namely, class 1 and 
class 2 which employ multiple Cas proteins and a single large Cas protein for nucleic acid interference respec-
tively24,26. Considering the simple effector structure, class 2 CRISPR-Cas systems have been widely engineered as 
genome-editing tools27,28. Class 2 consists of three types (type II, V and VI) and can be further divided into several 
subtypes29–31. Among them, type II Cas9 is the most commonly studied CRISPR effector for double-stranded 
DNA (dsDNA) engineering27,32,33. CRISPR RNA (crRNA) leads the Cas9 protein to recognize and bind target 
sites and then results in a double-strand break (DSB) approximately 3 bp upstream of the protospacer adjacent 
motif (PAM) through the RuvC and HNH nuclease domains34,35. The DSBs can be subsequently repaired by 
the homology-directed repair (HDR) pathway which requires a donor template or the non-homologous end 
joining (NHEJ) pathway in the absence of a homologous template within the target DNA for genome editing 
purposes36,37.

Recently, type VI Cas effectors (Cas13) were identified as RNA-targeting CRISPR enzymes enabling RNA 
knockdown in mammalian and plant cells displaying high specificity and targeting flexibility38–40. In contrast 
to Cas9, the HNH and RuvC domains do not exist in Cas13 proteins. The dual higher eukaryotes and prokar-
yotes nucleotide (HEPN)-binding endoRNase domains of Cas13 mediate the precise cleavage of targeted tran-
scripts41–44. The splicing activity varies in different Cas13 subtypes and orthologues. By comparison of 21 Cas13a, 
15 Cas13b and 7 Cas13c orthologues, the Cas13b orthologue from Prevotella sp. P5–125 (PspCas13b) proved 
to be the most robust and specific for RNA knockdown in mammalian cells40. In addition, the most recently 
discovered Cas13d was more efficient than PspCas13b38. Importantly, type VI enzyme-mediated RNA cleavage 
shows no PAM preference in eukaryotes, allowing flexible design of potential targeting sites38–40. In bacteria, 
Cas13 exhibits nonspecific cleavage of any transcripts near the target and activates programmed cell death to limit 
bacteriophage infections39,43. Fortunately, such collateral RNA degradation activity is not present in mammalian 
and plant cells, allowing specific RNA targeting38–40. Furthermore, Cas13 exhibits a high specificity of RNA inter-
ference activity relative to RNA interference (RNAi), as no off-target effects were detectable in eukaryotic cells38,40. 
In addition to RNA knockdown capability, fusion of catalytically inactive Cas13 (dCas13) to an RNA-editing 
enzyme retained the RNA-binding activity and enabled specific RNA editing in mammalian cells40. These advan-
tages of type VI CRISPR systems have the potential to be developed as a platform to combat RNA viruses by 
targeting and degrading viral RNA in mammalian cells.

Here, we sought to investigate the possibility of adopting the CRISPR/Cas13b system for interference against 
PRRSV RNA in eukaryotic cells. To this end, we designed multiple specific crRNAs targeting the PRRSV essential 
genes ORF5 and ORF7. Our study revealed that the CRISPR/Cas13b catalytic activities resulted in interference 
with PRRSV gene transcription and expression. Furthermore, a novel all-in-one CRISPR/Cas13b delivery sys-
tem that enabled cells to be transfected with the Cas13b effector and duplex-targeting guides simultaneously 
was established. The CRISPR/Cas13b system enabled an almost complete knockdown of PRRSV genomic and 
subgenomic RNAs to eradicate viral infections in lentiviral-mediated transgenic MARC-145 cells expressing 
Cas13b and duplexed crRNAs. Our study indicated the potential of using the CRISPR/Cas13b system as a novel 
therapeutic strategy by directly targeting the viral genes of RNA viruses.

Results
Characterization of the CRISPR/Cas13b system in PRRSV mRNA targeting. We aimed to explore 
whether the CRISPR/Cas13b system could directly knocking down PRRSV mRNA. Initially, the PRRSV ORF7 
gene encoding the nucleocapsid (N) protein, which is the main component of the viral capsid encapsulating viral 
RNA and is involved in the regulation of host cell processes45, was selected as the target. A PRRSV ORF7 gene 
fused with an eGFP reporter plasmid was generated, and a set of guide RNA targeting sequences was designed 
and then inserted into the CRISPR/Cas13b guide RNA backbones (Fig. 1a). To assess whether the ORF7 mRNA 
could be repressed by CRISPR/Cas13b targeting, HEK293T cells were simultaneously co-transfected with 
Cas13b, ORF7-eGFP and individual crRNA (Fig. 1b). At 48 h post-transfection, the expression of the PRRSV N 
protein was analysed. The expression levels of viral protein upon specific ORF7 crRNA targeting were dramat-
ically lower than those of the nonspecific guide RNA control group (Fig. 1c). Flow cytometric analysis revealed 
that the mean fluorescence intensity decreased by 66.1% (Fig. 1d). To further monitor Cas13b-mediated cleavage 
of the ORF7 transcript, quantitative RT-PCR was performed, and CRISPR/Cas13b knocked down approximately 
56.9% of the mRNA transcripts (Fig. 1e). Conversely, delivery of either the specific ORF7 guide RNA or Cas13b 
alone had no effect on ORF7 mRNA knockdown (Fig. 1c–e), demonstrating efficient CRISPR/Cas13b RNA tar-
geting. Additionally, no inhibitory effects were detected when cells were treated with guides targeting the CMV 
promoter or template strand of the ORF7 gene (Fig. 1c–e), indicating that CRISPR/Cas13b specifically knocked 
down mRNA rather than dsDNA.

We subsequently determined the most potent guide RNAs for Cas13b-mediated PRRSV targeting. We also 
employed another PRRSV gene, ORF5, which is the major viral envelope protein and inducer of neutralizing anti-
bodies in vivo46, for screening. Six and four regions were selected to target the ORF7 and ORF5 genes, respectively 
(Fig. 2a, Table 1). Varying degrees of gene repression were observed (Fig. S1). The most potent guides to ORF7 
and ORF5 both led to approximately 50% gene knockdown efficiency (Fig. 2b. 50.02% and 56.85% for crRNA 5-1 
and 7-1, respectively).

Development of a single CRISPR/Cas13b-duplexed guide RNA delivery system. To improve the 
efficacy of the CRISPR/Cas13b system, a single CRISPR/Cas13b-duplexed crRNA delivery system was developed 
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Figure 1. Characterization of the CRISPR/Cas13b system in PRRSV mRNA targeting. (a) Schematic diagram 
of the design of crRNAs targeting the ORF7 mRNA transcript, template strand of the ORF7 gene and CMV 
promoter. (b) Schematic diagram showing the steps of the determination of the effect of CRISPR/Cas13b 
on PRRSV gene knockdown by co-transfection of the three plasmids into HEK293T cells. (c) Microscopic 
fluorescence images showing the expression of the PRRSV ORF7-eGFP reporter after CRISPR/Cas13b activity 
with various targeting crRNAs. The bar indicates 100 μm. (d,e) PRRSV N protein expression and ORF7 mRNA 
levels were determined by flow cytometry and quantitative RT-PCR, respectively. Values shown as the mean ± 
SEM with n = 3. *and **refer to P values < 0.05 and 0.01, respectively.
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in this study. The vector consisted of a Cas13b effector and two guide crRNAs. Cas13b was co-expressed with 
an eGFP reporter gene to facilitate the determination of transfection efficiency. Two guide RNA cassettes 
with Cas13b direct repeats driven by individual U6 promoters were inserted upstream of Cas13b to facilitate 

Figure 2. Determination of the most potent crRNA for Cas13b-mediated PRRSV ORF5 and ORF7 targeting. 
(a) Locations of crRNA targeting regions within the ORF5 and ORF7 genes. (b) RNA cleavage efficiency was 
determined for the indicated crRNAs targeting ORF5 and ORF7 by qRT-PCR and normalized to the non-
targeting (NT) control.

crRNA Target gene/region Spacer sequence (5′ to 3′)

5-1 PRRSV ORF5 GACGACCCCATTGTTCCGCTGAAACTCTGG

5-2 PRRSV ORF5 GCCAATCTGTGCCATTCAGCTCACATAGCG

5-3 PRRSV ORF5 GCTGTTGCTGGCGTTGGCGAGCACAGCAAG

5-4 PRRSV ORF5 TGACGGGTGACCGCCAACGATAGAGTCTGC

7-1 PRRSV ORF7 ACACAATTGCCGCTCACTAGGGGTAAAGTG

7-2 PRRSV ORF7 TTCTCTTTTGCTGCTTGCCGTTGTTATTTG

7-3 PRRSV ORF7 GATGATCTTACCCAGCATTTGGCACAGCTG

7-4 PRRSV ORF7 GTCGCTAGAGGGAAATGGGGCTTCTCCGGG

7-5 PRRSV ORF7 ACTTATTCTCCCTGAATCTGACAGGGTACA

7-6 PRRSV ORF7 ATGCTGTGGCGCGGATCAGACGCACAGTAT

CMV CMV promoter CCGTGAGTCAAACCGCTATCCACGCCCATT

7-1 antisense Antisense of PRRSV 
ORF7 mRNA CACTTTACCCCTAGTGAGCGGCAATTGTGT

NT Non-targeting ATGTCTTCCTGGGACGAAGACAA

Table 1. The crRNA sequences used in this study.
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co-expression with the Cas13b protein (Fig. 3a). A Golden Gate assembly method was developed to facilitate the 
rapid and efficient cloning of single- or double-crRNA sequences into the all-in-one system (Fig. S2).

Initially, we showed that eukaryotic cells effectively expressed Cas13b along with dual crRNAs by the estab-
lished all-in-one platform delivery system (Fig. S3). To further characterize the constructed system, we tested the 
possibility of streamlined duplexed delivery of guide RNAs targeting a single PRRSV gene. The crRNA 5-1 and 
5-3 constructs targeting ORF5 were inserted into the all-in-one vector by Golden Gate assembly. Additionally, 
either crRNA 5-1 or 5-3 was replaced by non-targeting crRNA as a single, specific crRNA control. Upon trans-
fection of HEK293T cells with the all-in-one platform and an ORF5-RFP657 reporter, a loss of approximately 
50% of the eGFP and RFP657 co-expression cells carrying either the crRNA 5-1 or 5-3 single guide was detected 
(Fig. 3b,c). However, the introduction of a combination of two crRNAs did not induce a further reduction in 
RFP657 expression (Fig. 3b,c). We assessed the ORF5 mRNA content in these crRNA-expressing cells, and a 
slightly higher knockdown degree (approximately 60%, Fig. 3d) was observed in cells treated with the all-in-one 
system than in the cells treated with the individual CRISPR/Cas13b component delivery system (approximately 
50%, Fig. 2b). However, consistent with the flow cytometry results, Cas13b lacked accumulative activity on the 
ORF5 gene by duplexed crRNA targeting. To further address this issue, we modified the overhangs within the 
all-in-one plasmids to enable triple crRNAs targeting. When the three crRNAs targeting ORF7 were delivered 
into cells, a mildly greater reduction in RFP657 expression was observed in Cas13b-expressing populations than 
in each single crRNA-expressing group (Fig. 3e,f). However, no significant differences in the ORF7 mRNA were 
observed between cells carrying single crRNAs and triple crRNAs (Fig. 3g). These results indicated that the mul-
tiplexed targeting approach did not improve RNA cleavage in the current all-in-one system.

Therefore, we questioned whether the all-in-one system enabled the simultaneous knockdown of two PRRSV 
genes. To this end, we inserted the most potent crRNAs for ORF5 and ORF7 targeting into the cassettes; the 
all-in-one Cas13b-crRNA 5-3 + 7-1 along with a combination of separate ORF5 and ORF7 reporters was deliv-
ered into HEK293T cells. As shown in Fig. 3h, compared to the NT crRNA group, the double-crRNA-expressing 
cell group exhibited a significantly decrease in both the ORF5 and ORF7 mRNA levels (Fig. 3h). To evaluate the 
specificity of the system, each of the two guides was replaced with an NT guide. In each case where a specific guide 
was absent from the cassettes, only the targeted transcripts were reduced (Fig. 3h), indicating that the all-in-one 
system is capable of simultaneously knocking down two genes by a combination of two corresponding crRNAs.

Lentiviral-mediated CRISPR/Cas13b delivery eradicates PRRSV infection in vitro. We next 
assessed the anti-PRRSV activity of the CRISPR/Cas13b-gRNA system in transgenic cells. Due to the low trans-
fection efficiency in MARC-145 cells, we generated four lentiviral transfer plasmids carrying Cas13b along with 
various crRNAs (Fig. 4a). The 5-2 and 7-1 crRNAs were selected for targeting ORF5 and ORF7, respectively. Flow 
cytometric analysis confirmed the high expression of the Cas13b effector in all puromycin-selected cell lines 
(Fig. 4b). PCR results verified that each cell line expressed the corresponding crRNA (Fig. 4c).

Since the targeting regions between HP-PRRSV (strain 10PL01) and the classic PRRSV (strain 01NP1) were 
identical (data not shown), we determined the effect of the CRISPR/Cas13b system on the viral infectivity of both 
strains. Initially, the cells were infected with the HP-PRRSV strain 10PL01 and the classic strain 01NP1 at an 
MOI of 0.1. The culture medium was harvested every 12 h to determine the viral growth kinetics. The MARC-145 
cells containing Cas13b and specific PRRSV crRNAs displayed high levels of virus resistance (Fig. 4d, Fig. S4). 
Either the single 5-2 guide or the 7-1 guide cell line showed a significantly decreased susceptibility to both PRRSV 
strains with an approximate 3-log reduction in virus titers at 48 hours post-infection. Surprisingly, the duplexed 
crRNA-expressing cell line showed almost complete inhibition of PRRSV infections. In contrast, cells stably 
expressing Cas13b and NT gRNA showed similar susceptibility to PRRSV during the whole viral infection cycle 
compared with parental MARC-145 cells (Fig. 4d, Fig. S4). Additionally, growth kinetic studies at a PRRSV MOI 
of 0.1 or 1 showed comparable results (data not shown).

To investigate CRISPR/Cas13b knockdown activities on PRRSV genomic RNA of the 10PL01 strain, we per-
formed qRT-PCR to detect NSP9 gene, which does not exist in any subgenomic RNAs encoding viral structural 
proteins. Consistent with the viral growth kinetic studies, compared with the two control cell lines, MARC-
145 cells expressing crRNA 5-2 and 7-1 showed strong PRRSV genomic RNA splicing with reductions of 93.8% 
and 97.0%, respectively (Fig. 4e). Combining the two crRNAs targeting ORF5 and ORF7 resulted in an almost 
complete loss of genomic RNA (over 99.99% reduction). A parallel tendency was also observed in PRRSV viral 
subgenomic RNAs (Fig. 4f). Cells expressing Cas13b along with dual crRNAs showed robust PRRSV subgenomic 
RNA knockdown activity, and most subgenomic RNAs remained at undetectable levels. The ORF7 transcript 
exists in all six subgenomic RNAs, but only the subgenomic RNA 2-5 contains the ORF5 transcript. Interestingly, 
cells expressing Cas13b-gRNA 5-2 showed a high reduction in all subgenomic RNAs (Fig. 4f ), including 
subgenomic RNA 6 and 7, most likely due to the efficient knockdown of genomic RNA. As the two single-crRNA 
cell lines exhibited similar resistance to PRRSV, we specifically compared each subgenomic RNA level in two cell 
lines at 12 hours post-infection. As expected, subgenomic RNA 2–5 showed comparable levels in the two cell 
lines; however, subgenomic RNA 6 and 7 levels were significantly decreased in Cas13b-crRNA 7–2 cells com-
pared with those in Cas13b-crRNA 5-2 cells (Fig. 4g), indicating the high target-specificity of CRISPR/Cas13b 
knockdown activities in transgenic cells. Taken together, these results indicate that lentiviral-based transduc-
tion mediated robust CRISPR/Cas13b RNA cleavage of both PRRSV genomic RNA and subgenomic RNAs in 
mammalian cells. The combination of dual crRNAs targeting two different viral genes was sufficient to abrogate 
PRRSV infection in vitro.
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Figure 3. Development of an all-in-one CRISPR/Cas13b-duplexed crRNA delivery system. (a) The structure 
of the all-in-one delivery vector and PRRSV gene reporter. The U6 promoter drives duplexed guide expression, 
and the EF1a promoter mediates the transcription of Cas13b. The eGFP reporter fused with Cas13b by a 2 A 
self-cleaving peptide facilitates the detection of Cas13b expression. (b,c,d) The all-in-one Cas13b system 
carrying specific PRRSV ORF5 crRNA significantly cleaved ORF5 mRNA. However, no accumulative effect 
of Cas13b was detected by targeting the ORF5 gene with two crRNAs simultaneously (b,c), flow cytometry; 
(d), real-time PCR). (e) The all-in-one plasmid was further modified to incorporate triple crRNAs targeting 
the ORF7 gene. Representative flow cytometry graphs for eGFP- and RFP657-positive cells are shown. (f) The 
reduction percentages of dual-marker positive cells were determined by flow cytometry. Each crRNA group 
was normalized to the NT control. (g) The percentage of RNA reduction was determined by qRT-PCR. (h) The 
established platform enables the simultaneous knockdown of PRRSV ORF5 and ORF7 mRNA by incorporating 
two corresponding guide protospacer sequences. Values are shown as mean ± SEM with n = 3. **, ***and NS 
refer to P values < 0.01, 0.001 and no significant differences, respectively.
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Figure 4. Cas13b mediates the efficient knockdown of the PRRSV genome in lentiviral transgenic MARC-
145 cells. (a) Schematic diagram for lentiviral transfer gene constructs encoding Cas13b and crRNAs. (b) 
Determination of Cas13 effector expression levels in puro-selected transgenic cells by flow cytometry analysis. 
(c) The expression of corresponding crRNAs in each cell line was detected by PCR. PCR products were 
separated by 5% agarose gels. (d) The growth kinetics of HP-PRRSV strain 10PL01 with an MOI of 0.1 in 
transgenic cells. (e) The Cas13b cleavage activity on PRRSV genomic RNA was determined by qRT-PCR with 
primers targeting the NSP9 gene. (f) The PRRSV subgenomic RNA levels were measured by qRT-PCR with a 
set of specific primers targeting each subgenomic RNA. (g) Comparison of each subgenomic RNA knockdown 
efficiency between cells expressing Cas13b-crRNA 5-2 and Cas13b-crRNA 7-1. Values are shown as the mean ± 
SEM with n = 3. ***refers to P value < 0.001.
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Discussion
CRISPR/Cas technologies are powerful tools for gene therapy47–49. Multiple dsDNA viruses have been subjected 
to antiviral CRISPR/Cas9 targeting in vitro and in vivo, including EBV, HSV-1, HCMV50, HBV51 and HPV52. 
During a viral infection, there are two main strategies to inhibit the virus by using CRISPR/Cas9 technology: 
(i) targeting host genes that are essential for virus infection and (ii) targeting viral DNA to directly eliminate 
viral replication53. The major obstacle for the application of the CRISPR system in RNA virus infections is that 
most functionally characterized systems target dsDNA rather than RNA. Therefore, previous studies selected 
the host essential genes CCR5 and CXCR4, which are the chemokine co-receptors responsible for viral entry for 
HIV infection, as targets54–56. Alternatively, by selectively disrupting HIV proviral DNA integrated into the host 
genome, some groups have demonstrated that targeting HIV long terminal repeats (LTRs) or essential viral genes 
is an effective approach to profoundly suppress HIV production in vitro57–62 and in vivo63. However, there are no 
dsDNA intermediates in the majority of RNA viruses, and host essential genes are the only choice for CRISPR/
Cas9 targeting, including for TGEV64, IAV65, CSFV66, FMDV67 and BVDV68. A recent study described the appli-
cation of CRISPR/Cas9 to pig zygotes, resulting in the generation of pigs with a deletion of exon 7, which encodes 
SRCR5 of the CD163 gene responsible for binding to GP4 to mediate viral entry. These pigs showed complete 
resistance to type 1 PRRSV infections69. Although the size, stature and other morphological features of these pigs 
were comparable to those of wild-type pigs, the long-term impact of the disruption of functional cellular proteins 
remains uncertain.

The Cas13 enzyme is the first CRISPR-based system to enable precise RNA targeting and editing. The antiviral 
activities of type VI genotype have been determined in plants70. In plants, the Cas13a orthologue from Leptotrichia 
shahii (LshCas13a) showed approximately a 50% RNA interference with turnip mosaic virus (TuMV)70. The mild 
inhibitory efficacy is probably due to the less robust RNA knockdown ability of Cas13a than that of Cas13b. 
During the revision process of this manuscript, the same group further demonstrated that LwaCas13a, PspCas13b 
and CasRx variants (Cas13d) could mediate high interference activities against plant RNA viruses. Moreover, 
Cas13d exhibited the most robust interference ability in plants71. Meanwhile, several studies had focused on 
implementing CRISPR/Cas13-based strategies on RNA viruses, including the SARS-CoV-2 virus72,73.

In this study, we demonstrated that CRISPR/Cas13b with specific guide RNAs enabled the targeting and cleav-
age of the PRRSV ORF5 and ORF7 genes in eukaryotic cells. Conversely, the guides targeting either the CMV 
promoter, which is a dsDNA, or the antisense mRNA of the PRRSV genes failed to knockdown the mRNA tran-
scripts, suggesting that the Cas13b effector specifically selected single-stranded RNA as a substrate. In bacteria, a 
double-sided protospacer flanking sequence (PFS) has been shown to affect Cas13b activity44, whereas PFS con-
straints are absent in mammalian cells40. CRISPR/Cas13 tolerates one mismatch between target RNA and crRNA, 
and the existence of more than two mismatches decreases the cleavage activity43. The optimal Cas13b targeting 
condition is not fully understood. A previous study indicated that the Cas13 binding and cutting efficiency were 
related to the secondary structure of the target RNA43,74,75. The low homology between PRRSV-1 and PRRSV-2 
makes it difficult to design crRNAs targeting both PRRSV species within the ORF5 or ORF7 gene (Fig. S5a,b). 
Although most of the crRNAs shared high similarity with the majority of PRRSV-2 strains (Fig. S5c to l), this does 
not guarantee that the tested crRNAs were applicable to all PRRSV-2 strains. The heterology of non-targeting 
regions between PRRSV-2 strains may have an impact on viral RNA structures, altering the Cas13 cutting effi-
ciency. A web service for Cas13a and Cas13d guide design is recently available76,77. However, considering the 
fast evolutionary rates of RNA viruses and the lack of a Cas13b-specific guide design tool, selection of multiple 
crRNAs against each targeted gene is necessary.

One of the major challenges for implementing the CRISPR/Cas-based genome engineering system is the effi-
cient and simultaneous delivery of the Cas protein and guide RNAs. The Cas protein and guide RNA have been 
introduced into cells mostly via independent plasmids by co-transfection. Co-transfection of multiple plasmids 
leads to variable expression of CRISPR components in each cell. To overcome this problem, we developed a sin-
gle CRISPR/Cas13b-duplexed crRNA delivery system that efficiently expressed the Cas13b effector and dual or 
multiple mature guide RNAs. In addition, this system included an eGFP marker to indicate Cas13b expression. 
Although no accumulative effect of Cas13b was detected by targeting one gene with two or three guide RNAs, the 
established all-in-one platform enabled the simultaneous knockdown of ORF5 and ORF7 mRNAs by incorpo-
rating two corresponding guide protospacer sequences. Although the delivery efficiency of the all-in-one system 
still needs to be improved, the results showed the potential of CRISPR/Cas13-based multiplex RNA inference in 
mammalian cells.

PRRSV has a specific cell tropism78. In vitro, MARC-145 cells, derived from the African green monkey kidney 
cell line MA-104, display high susceptibility to PRRSV infection and are commonly used for PRRSV studies79. 
However, MARC-145 cells with a low chance of transfection (approximately 10% transfection efficiency by lipos-
ome lipid-based reagents, data not shown) did not sufficiently support CRISPR/Cas13 system delivery by an 
established all-in-one vector. To address this limitation, we employed an all-in-one lentiviral platform for the 
generation of stably expressing CRISPR/Cas13 MARC-145 cell lines. We observed high levels of PRRSV viral 
genomic knockdown in cells carrying a single crRNA. Notably, transgenic cells showed almost complete cleav-
age activities against genomic RNA and abrogated PRRSV infection with duplexed crRNAs targeting ORF5 and 
ORF7. The marked improvement in RNA splicing ability could be attributed to the lentiviral-mediated increase 
in robust and sustained expression of Cas13b and crRNAs compared to that observed after transient transfec-
tion. In addition, the establishment of CRISPR/Cas13 system expression prior to PRRSV infection favours the 
elimination of viral RNA. Nidovirus subgenomic RNAs are synthesized from the genomic RNA template by the 
discontinuous transcription mechanism17,80. The significant reduction in all PRRSV subgenomic RNAs in trans-
genic cells was mostly due to robust cleavage of viral genomic RNA. Since the splicing levels of PRRSV genomic 
RNA in the two single-crRNA cell lines were comparable, we further assessed the Cas13b cleavage specificity on 
PRRSV subgenomic RNAs. As the subgenomic RNAs shared the 3′ co-terminus, the 7-1 targeting region existed 
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in all six subgenomic RNAs, whereas the 5-2 targeting region was absent in the two latter subgenomic RNAs. The 
qRT-PCR results showed significant differences that were detected in only subgenomic RNA 6 and 7 between the 
Cas13b-crRNA-5-2 and Cas13-crRNA-7-1 cell lines, demonstrating the specific viral subgenomic RNA knock-
down ability of Cas13b. Since previous studies clearly indicated that no detectable off-target effects were caused 
by Cas1338–40, off-target effects were not addressed in the current study.

The current study represents the first application of CRISPR/Cas13 against mammalian RNA viruses in eukar-
yotic cells. However, there are still several challenges to implementing the CRISPR/Cas13 system to interfere 
with RNA virus infections in vivo. Although the lentivirus-mediated CRISPR/Cas delivery system prevented 
RNA virus infections in transgenic cells, the integration of exogenous genes into the host genome, especially in 
livestock animals, is a cause for concern in terms of food safety and public perception. The adeno-associated virus 
(AAV) system could be a potential alternative, but the large size of Cas effectors limits the packaging efficiency 
in AAV. The most recently identified type VI-D CRISPR effector Cas13d, the smallest class II Cas protein in 
mammalian cells, can be packaged into the AAV system and be potentially delivered into natural viral hosts38. 
CRISPR/Cas9-mediated dsDNA virus targeting may introduce mutations, insertions or deletions at guide RNA 
targeting sites leading to virus variants that might be more pathogenic or resistant to CRISPR/Cas9-directed dis-
ruption81. Although virus escape mutants can be restricted by simultaneously targeting multiple sites, this is an 
obstacle to CRISPR/Cas9 application in antiviral therapy53. For CRISPR/Cas13, the latest research demonstrated 
that no crRNA target site mutations were observed following Cas13 cleavage over a course of 48 h, suggesting 
a low likelihood of production of mutations by Cas13 targeting73. However, further work is needed to compre-
hensively assess the possibility of introducing virus variants by CRISPR/Cas13 cleavage in the long term. Once 
the formation of virus escape mutants becomes unavoidable, how many target sites (or genes) will be required 
to limit virus variants and prevent virus evolution. PRRSV comprises several structural proteins and NSPs. In 
our study, ORF 5 and ORF 7 have been proven to be ideal targets for CRISPR/Cas13 cleavage. However, other 
genes especially the genes coding NSPs that are essential for PRRSV transcription and replication will need to be 
investigated in the future.

Overall, the prospect of developing a CRISPR/Cas13 system to directly knockdown viral RNA represents an 
exciting avenue in antiviral therapy. Our study indicated that the CRISPR/Cas13b system can effectively knock-
down the PRRSV genome in vitro, and can potentially be a potent therapeutic antiviral strategy. The impact of the 
current study will not be limited to PRRSV, as the results have a wider significance, and this study provides the 
foundation for studies about other RNA viruses infecting humans and animals.

Methods
Cell lines, viruses and plasmids. HEK293T, HEK293FT and MARC-145 cells were obtained from the 
American Tissue Collection Center (ATCC, USA) and cultured in Dulbecco’s Modified Eagle’s Medium (DMEM, 
Gibco) supplemented with 10% foetal bovine serum (FBS; Gibco) and 1% penicillin-streptomycin (Gibco). 
PRRSV-2 atypical strain 10PL0182 and typical strain 01NP1 were kindly provided by Chulalongkorn University 
Veterinary Diagnostic Laboratory (CU-VDL; Bangkok, Thailand) and propagated in MARC-145 cells using 
DMEM supplemented with 2% FBS. The viral titers were calculated by the Reed-Muench method83 and expressed 
as a 50% tissue culture infective dose (TCID50). PspCas13b fused with the HIV Rev gene NES expression vector 
(Addgene 103862) and PspCas13b guide RNA expression backbone with the U6 promoter (Addgene 103854) 
were generous gifts from Feng Zhang40. The eGFP reporter vector pEGFP-N1 was obtained from Clontech 
(Japan). The RFP657 reporter vector pTagRFP657-N1 was a gift from Vladislav Verkhusha (Addgene 31959)84. 
The lentiviral packaging plasmid pCMV-dR8.2 dvpr (Addgene 8455) and the VSV-G envelope plasmid pMD2.G 
(Addgene 12259) were gifts from Sheila A. Stewart85 and Didier Trono, respectively.

Plasmid constructs. To generate the PRRSV GP5-eGFP, N-eGFP, GP5-RFP657 and N-RFP657 reporter 
constructs, PRRSV viral RNA was purified from PRRSV-infected MARC-145 cells, and cDNA was synthesized. 
Subsequently, the ORF5 and ORF7 genes were amplified by specific primers and inserted into the pEGFP-N1 and 
pTagRFP657-N1 vectors, respectively. To construct individual ORF5 and ORF7 reporters, the CMV promoter 
and ORF5 or ORF7 gene were inserted into the PUC19 vector. For the Cas13b expression plasmid, the EF-1α 
promoter and PspCas13b fused with the HIV Rev gene NES and an HA tag were cloned into the PUC19 vector. To 
establish a delivery vector carrying the Cas13b protein and streamline duplexed guide RNA cassettes, the eGFP 
reporter gene was amplified from the pEGFP-N1 vector and inserted downstream of Cas13b-NES-HA linked by 
a T2A skipping peptide. Two BsmB I restriction sites with different overhangs were introduced upstream of the 
EF-1α promoter to facilitate Golden Gate cloning of the guide RNA component cassettes. Next, Cas13b guide 
RNA backbones were modified by the introduction of BsmB I restriction sites with various overhangs. To gen-
erate the lentiviral transfer gene plasmid, the all-in-one vector was further modified by replacing eGFP with the 
puromycin gene and introducing the HIV genes 5′LTR, WPRE, cPPT/CTS and RRE. All primers are reported in 
Table S1.

Guide cloning for the Cas13b system. The sense and antisense guide RNA oligonucleotides were synthe-
sized (Table 1) with overhangs (F overhang is CACC and R overhang is CAAC). Each pair of oligonucleotides was 
annealed and phosphorylated with T4 PNK (NEB, USA) in a thermocycler using the following parameters: 37 °C 
for 30 min, 95 °C for 5 min and then ramped down to 25 °C at 5 °C/min. The modified guide expression backbones 
were digested with Bbs I (NEB, USA) for 30 min at 37 °C. Subsequently, the phosphorylated and annealed oligo 
duplex was ligated into the corresponding Bbs I-digested guide expression backbone by Quick Ligase (NEB, USA) 
at room temperature for 10 min. Then, NEB 5α competent E. coli cells (NEB, USA) were transformed using 2 μl of 
the assembled product. The plasmids were extracted from overnight culture using a Plasmid Miniprep Kit (MN, 
Germany) and verified by sequencing. Finally, a mixture of the constructed guide RNA backbone and Cas13b 
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destination plasmid was treated with BsmB I (NEB, USA) and T4 DNA ligase (NEB, USA) in a thermocycler with 
the following program: 30 cycles of 5 min at 37 °C and 5 min at 16 °C followed by 5 min at 60 °C. After transforma-
tion into One Shot Stbl 3 chemically-competent E. coli cells (Transgene, China), the plasmids were prepared by a 
Plasmid Midiprep Kit (Qiagen, Germany).

Transfection for PRRSV RNA knockdown. To assess PspCas13b activities in eukaryotic cells, approx-
imately 1 × 104 HEK293T cells per well were plated into 24-well plates 16 h prior to transfection to ensure 
60–70% confluency at the time of transfection. Transient transfections were performed using Lipofectamine 3000 
(Invitrogen). For triple-plasmid transfection, cells were transfected with 250 ng of Cas13b vector, 500 ng of guide 
RNA plasmid and 250 ng of eGFP reporter plasmid. For dual-plasmid transfection, cells were transfected with 
500 ng of all-in-one Cas13b-gRNA plasmid along with 500 ng RFP657 reporter plasmid.

Fluorescence assay. To determine the expression of reporter genes after CRISPR/Cas13b activity along with 
guide RNA targeting, transfected HEK293T cells were fixed in 3.7% formaldehyde for 10 min at room temper-
ature and then permeabilized with 0.2% Triton X-100 in PBS for 10 min. Subsequently, Fluoroshield mounting 
medium with DAPI (Abcam, USA) was dropped onto the cells, and imaging was performed by a Olympus IX73 
inverted microscope with cellSens Dimensions imaging software (Olympus, Japan).

Flow cytometry analysis. At 48 h post-transfection, cells were dissociated by TrypLETM Select (Invitrogen, 
USA) and washed once with cold PBS by centrifugation for 5 min at 1,000 × g and 4 °C. The supernatant was 
removed by aspiration, and the cells were resuspended in 500 μl of FACS buffer (PBS supplemented with 0.5% 
BSA and 0.1% sodium azide). The cells were analysed using a Cytomics FC 500 MPL flow cytometry system 
(Beckman Coulter, USA). The data were analysed using MXP software (Beckman Coulter, USA). To select 
MARC-145 cells stably expressing Cas13b after infection with lentivirus, harvested cells were fixed in 4% par-
aformaldehyde and permeabilized with ice-cold 90% methanol. After washing, cells were stained with a 1:50 
dilution of an HA tag antibody (Thermo Fisher). For secondary staining, a 1:100 dilution of goat anti-mouse 
IgG1-FITC was added to cells and incubated in the dark. For each measurement, at least 10,000 events were gated.

Quantitative RT-PCR. Total RNA from cultured cells was purified by the GenUPTM Total RNA Kit 
(Biotechrabbit, Germany) with DNase treatment following the manufacturer’s instructions. The quality of the 
RNA was determined by a NanoDrop 1000 (Thermo Fisher, USA). The first-strand cDNA was synthesized by 
M-MuLV reverse transcriptase (NEB, USA). Quantitative PCR was performed with Luna® Universal qPCR 
Master Mix (NEB, USA) using a StepOnePlusTM Real-Time PCR System (Applied Biosystems, USA). The ampli-
fication reaction consisted of an initial denaturation at 95 °C for 1 min, followed by 45 cycles of denaturation at 
95 °C for 15 s and extension at 60 °C for 30 s. The primers used for amplification are shown in Table 1. Primer 
specificity was confirmed by melting curve analysis. The relative fold changes were quantified using the delta 
delta Ct method with glyceraldehyde-3-phosphate dehydrogenase (GAPDH) as the endogenous control for 
normalization.

Generation of CRISPR/Cas13b-gRNA expressing cell lines. HEK293FT cells were plated into 10 mm 
plates and transfected with 5 µg of the constructed lentiviral transfer plasmid, 1.25 µg of pMD 2. G and 2.5 µg of 
pCMV-d8.2 dvpr by Lipofectamine 3000 according to the manufacturer’s instructions. At 6 h post-transfection, 
the packaging medium was replaced. Viral supernatants were collected 24 h and 52 h after medium replace-
ment, pooled and clarified through a 45 μm PVDF filter (Millipore). The supernatants were then concentrated 
by Amicon Ultra-15 centrifugal filter units. For lentiviral transduction, MARC-145 cells were transduced with 
concentrated lentiviral supernatants supplemented with 8 μg/ml polybrene (Millipore). At 72 h post-infection, 
cells were screened via puromycin (6 μg/ml) treatment. After 3 weeks of selection, single clones were isolated by 
limiting the dilution. Successfully transduced cells expressing Cas13b and the corresponding guide RNA were 
detected by flow cytometry and PCR, respectively.

Infection of CRISPR/Cas13b-MARC-145 cells with PRRSV. For the virus inhibition assay, MARC-
145 and parental MARC-145 cells with stable expression of CRISPR/Cas13b-gRNA were cultured overnight in a 
12-well plate and then infected with PRRSV 10PL01 or 01NP1 at various MOIs. After 1 h of incubation at 37°C, 
non-adherent viruses were aspirated, and cells were replenished with DMEM containing 2% FBS. Cell superna-
tants were collected at different time points, and virus titers were determined. Cells were scraped from the wells 
in PBS and subjected to qRT-PCR to determine viral genomic and subgenomic RNA levels.

Statistical analysis. All experiments were performed three times. Statistical significance was calculated 
using two-way ANOVA to determine the differences between the CRISPR/Cas13-targeted group and the control 
group. All statistical analyses were performed using GraphPad Prism software (version 8.0, San Diego, CA, USA).

Received: 27 August 2019; Accepted: 27 May 2020;
Published: xx xx xxxx

References
 1. Woolhouse, M. E. J. & Brierley, L. Epidemiological characteristics of human-infective RNA viruses. Sci. Data 5, 180017, https://doi.

org/10.1038/sdata.2018.17 (2018).
 2. Nomaguchi, M. & Adachi, A. Editorial: Highly Mutable Animal RNA Viruses: Adaptation and Evolution. Front. microbiol. 8, 1785, 

https://doi.org/10.3389/fmicb.2017.01785 (2017).
 3. Afrough, B., Dowall, S. & Hewson, R. Emerging viruses and current strategies for vaccine intervention. Clin. Exp. Immunol. 196, 

157–166, https://doi.org/10.1111/cei.13295 (2019).

https://doi.org/10.1038/s41598-020-66775-3
https://doi.org/10.1038/sdata.2018.17
https://doi.org/10.1038/sdata.2018.17
https://doi.org/10.3389/fmicb.2017.01785
https://doi.org/10.1111/cei.13295


1 1Scientific RepoRtS |         (2020) 10:9617  | https://doi.org/10.1038/s41598-020-66775-3

www.nature.com/scientificreportswww.nature.com/scientificreports/

 4. Howard, C. R. & Fletcher, N. F. Emerging virus diseases: can we ever expect the unexpected? Emerg. microbes Infect. 1, e46, https://
doi.org/10.1038/emi.2012.47 (2012).

 5. Nichol, S. T., Arikawa, J. & Kawaoka, Y. Emerging viral diseases. Proc. Natl Acad. Sci. 97, 12411, https://doi.org/10.1073/
pnas.210382297 (2000).

 6. Said, E. A., Diaz-Griffero, F., Bonte, D., Lamarre, D. & Al-Jabri, A. A. Immune Responses to RNA Viruses. J. Immunol. Res. 2018, 
5473678, https://doi.org/10.1155/2018/5473678 (2018).

 7. De Clercq, E. Antiviral drugs in current clinical use. J. Clin. virology: Off. Publ. Pan Am. Soc. Clin. Virology 30, 115–133, https://doi.
org/10.1016/j.jcv.2004.02.009 (2004).

 8. Wensvoort, G. et al. Mystery swine disease in The Netherlands: the isolation of Lelystad virus. Vet. Q. 13, 121–130, https://doi.org/1
0.1080/01652176.1991.9694296 (1991).

 9. Collins, J. E. et al. Isolation of swine infertility and respiratory syndrome virus (isolate ATCC VR-2332) in North America and 
experimental reproduction of the disease in gnotobiotic pigs. J. Vet. Diagn. Invest.  4,  117–126, https://doi.
org/10.1177/104063879200400201 (1992).

 10. Snijder, E. J., Kikkert, M. & Fang, Y. Arterivirus molecular biology and pathogenesis. J. Gen. Virol. 94, 2141–2163, https://doi.
org/10.1099/vir.0.056341-0 (2013).

 11. Kuhn, J. H. et al. Reorganization and expansion of the nidoviral family Arteriviridae. Arch. Virol. 161, 755–768, https://doi.
org/10.1007/s00705-015-2672-z (2016).

 12. Adams, M. J. et al. Ratification vote on taxonomic proposals to the International Committee on Taxonomy of Viruses (2016). Arch. 
Virol. 161, 2921–2949, https://doi.org/10.1007/s00705-016-2977-6 (2016).

 13. Firth, A. E. et al. Discovery of a small arterivirus gene that overlaps the GP5 coding sequence and is important for virus production. 
J. Gen. Virol. 92, 1097–1106, https://doi.org/10.1099/vir.0.029264-0 (2011).

 14. Kappes, M. A. & Faaberg, K. S. PRRSV structure, replication and recombination: Origin of phenotype and genotype diversity. 
Virology 479–480, 475–486, https://doi.org/10.1016/j.virol.2015.02.012 (2015).

 15. Fang, Y. et al. Efficient -2 frameshifting by mammalian ribosomes to synthesize an additional arterivirus protein. Proc. Natl. Acad. 
Sci. USA 109, E2920–2928, https://doi.org/10.1073/pnas.1211145109 (2012).

 16. Fang, Y. & Snijder, E. J. The PRRSV replicase: exploring the multifunctionality of an intriguing set of nonstructural proteins. Virus 
Res. 154, 61–76, https://doi.org/10.1016/j.virusres.2010.07.030 (2010).

 17. Pasternak, A. O., Spaan, W. J. & Snijder, E. J. Nidovirus transcription: how to make sense…? J. Gen. Virol. 87, 1403–1421, https://doi.
org/10.1099/vir.0.81611-0 (2006).

 18. Meng, X. J., Paul, P. S., Halbur, P. G. & Lum, M. A. Phylogenetic analyses of the putative M (ORF 6) and N (ORF 7) genes of porcine 
reproductive and respiratory syndrome virus (PRRSV): implication for the existence of two genotypes of PRRSV in the USA and 
Europe. Arch. Virol. 140, 745–755 (1995).

 19. Tian, K. et al. Emergence of fatal PRRSV variants: unparalleled outbreaks of atypical PRRS in China and molecular dissection of the 
unique hallmark. PLoS One 2, e526, https://doi.org/10.1371/journal.pone.0000526 (2007).

 20. Zhou, Y. J. et al. Highly virulent porcine reproductive and respiratory syndrome virus emerged in China. Transbound. Emerg. Dis. 
55, 152–164, https://doi.org/10.1111/j.1865-1682.2008.01020.x (2008).

 21. Shi, M. et al. Molecular epidemiology of PRRSV: a phylogenetic perspective. Virus Res. 154, 7–17, https://doi.org/10.1016/j.
virusres.2010.08.014 (2010).

 22. Karniychuk, U. U. et al. Pathogenesis and antigenic characterization of a new East European subtype 3 porcine reproductive and 
respiratory syndrome virus isolate. BMC Vet. Res. 6, 30, https://doi.org/10.1186/1746-6148-6-30 (2010).

 23. Kimman, T. G., Cornelissen, L. A., Moormann, R. J., Rebel, J. M. & Stockhofe-Zurwieden, N. Challenges for porcine reproductive 
and respiratory syndrome virus (PRRSV) vaccinology. Vaccine 27, 3704–3718, https://doi.org/10.1016/j.vaccine.2009.04.022 (2009).

 24. Koonin, E. V., Makarova, K. S. & Zhang, F. Diversity, classification and evolution of CRISPR-Cas systems. Curr. Opin. Microbiol. 37, 
67–78, https://doi.org/10.1016/j.mib.2017.05.008 (2017).

 25. Barrangou, R. et al. CRISPR provides acquired resistance against viruses in prokaryotes. Science 315, 1709–1712, https://doi.
org/10.1126/science.1138140 (2007).

 26. Makarova, K. S. et al. An updated evolutionary classification of CRISPR-Cas systems. Nat. Rev. Microbiol. 13, 722–736, https://doi.
org/10.1038/nrmicro3569 (2015).

 27. Hsu, P. D., Lander, E. S. & Zhang, F. Development and applications of CRISPR-Cas9 for genome engineering. Cell 157, 1262–1278, 
https://doi.org/10.1016/j.cell.2014.05.010 (2014).

 28. Knott, G. J. & Doudna, J. A. CRISPR-Cas guides the future of genetic engineering. Science 361, 866–869, https://doi.org/10.1126/
science.aat5011 (2018).

 29. Shmakov, S. et al. Discovery and Functional Characterization of Diverse Class 2 CRISPR-Cas Systems. Mol. Cell 60, 385–397, https://
doi.org/10.1016/j.molcel.2015.10.008 (2015).

 30. Yan, W. X. et al. Cas13d Is a Compact RNA-Targeting Type VI CRISPR Effector Positively Modulated by a WYL-Domain-
Containing Accessory Protein. Mol. Cell 70, 327–339 e325, https://doi.org/10.1016/j.molcel.2018.02.028 (2018).

 31. Zhang, B. et al. Two HEPN domains dictate CRISPR RNA maturation and target cleavage in Cas13d. Nat. Commun. 10, 2544, 
https://doi.org/10.1038/s41467-019-10507-3 (2019).

 32. Wang, H., La Russa, M. & Qi, L. S. CRISPR/Cas9 in Genome Editing and Beyond. Annu. Rev. Biochem. 85, 227–264, https://doi.
org/10.1146/annurev-biochem-060815-014607 (2016).

 33. Shmakov, S. et al. Diversity and evolution of class 2 CRISPR-Cas systems. Nat. Rev. Microbiol. 15, 169–182, https://doi.org/10.1038/
nrmicro.2016.184 (2017).

 34. Ran, F. A. et al. Genome engineering using the CRISPR-Cas9 system. Nat. Protoc. 8, 2281–2308, https://doi.org/10.1038/
nprot.2013.143 (2013).

 35. Chen, H., Choi, J. & Bailey, S. Cut site selection by the two nuclease domains of the Cas9 RNA-guided endonuclease. J. Biol. Chem. 
289, 13284–13294, https://doi.org/10.1074/jbc.M113.539726 (2014).

 36. Wang, Y. et al. Systematic evaluation of CRISPR-Cas systems reveals design principles for genome editing in human cells. Genome 
Biol. 19, 62, https://doi.org/10.1186/s13059-018-1445-x (2018).

 37. Gong, C. et al. Mechanism of nonhomologous end-joining in mycobacteria: a low-fidelity repair system driven by Ku, ligase D and 
ligase C. Nat. Struct. Mol. Biol. 12, 304–312, https://doi.org/10.1038/nsmb915 (2005).

 38. Konermann, S. et al. Transcriptome Engineering with RNA-Targeting Type VI-D CRISPR Effectors. Cell 173, 665–676 e614, https://
doi.org/10.1016/j.cell.2018.02.033 (2018).

 39. Abudayyeh, O. O. et al. RNA targeting with CRISPR-Cas13. Nature 550, 280–284, https://doi.org/10.1038/nature24049 (2017).
 40. Cox, D. B. T. et al. RNA editing with CRISPR-Cas13. Science 358, 1019–1027, https://doi.org/10.1126/science.aaq0180 (2017).
 41. Zhang, C. et al. Structural Basis for the RNA-Guided Ribonuclease Activity of CRISPR-Cas13d. Cell 175, 212–223 e217, https://doi.

org/10.1016/j.cell.2018.09.001 (2018).
 42. Liu, L. et al. The Molecular Architecture for RNA-Guided RNA Cleavage by Cas13a. Cell 170, 714–726 e710, https://doi.

org/10.1016/j.cell.2017.06.050 (2017).
 43. Abudayyeh, O. O. et al. C2c2 is a single-component programmable RNA-guided RNA-targeting CRISPR effector. Science 353, 

aaf5573, https://doi.org/10.1126/science.aaf5573 (2016).

https://doi.org/10.1038/s41598-020-66775-3
https://doi.org/10.1038/emi.2012.47
https://doi.org/10.1038/emi.2012.47
https://doi.org/10.1073/pnas.210382297
https://doi.org/10.1073/pnas.210382297
https://doi.org/10.1155/2018/5473678
https://doi.org/10.1016/j.jcv.2004.02.009
https://doi.org/10.1016/j.jcv.2004.02.009
https://doi.org/10.1080/01652176.1991.9694296
https://doi.org/10.1080/01652176.1991.9694296
https://doi.org/10.1177/104063879200400201
https://doi.org/10.1177/104063879200400201
https://doi.org/10.1099/vir.0.056341-0
https://doi.org/10.1099/vir.0.056341-0
https://doi.org/10.1007/s00705-015-2672-z
https://doi.org/10.1007/s00705-015-2672-z
https://doi.org/10.1007/s00705-016-2977-6
https://doi.org/10.1099/vir.0.029264-0
https://doi.org/10.1016/j.virol.2015.02.012
https://doi.org/10.1073/pnas.1211145109
https://doi.org/10.1016/j.virusres.2010.07.030
https://doi.org/10.1099/vir.0.81611-0
https://doi.org/10.1099/vir.0.81611-0
https://doi.org/10.1371/journal.pone.0000526
https://doi.org/10.1111/j.1865-1682.2008.01020.x
https://doi.org/10.1016/j.virusres.2010.08.014
https://doi.org/10.1016/j.virusres.2010.08.014
https://doi.org/10.1186/1746-6148-6-30
https://doi.org/10.1016/j.vaccine.2009.04.022
https://doi.org/10.1016/j.mib.2017.05.008
https://doi.org/10.1126/science.1138140
https://doi.org/10.1126/science.1138140
https://doi.org/10.1038/nrmicro3569
https://doi.org/10.1038/nrmicro3569
https://doi.org/10.1016/j.cell.2014.05.010
https://doi.org/10.1126/science.aat5011
https://doi.org/10.1126/science.aat5011
https://doi.org/10.1016/j.molcel.2015.10.008
https://doi.org/10.1016/j.molcel.2015.10.008
https://doi.org/10.1016/j.molcel.2018.02.028
https://doi.org/10.1038/s41467-019-10507-3
https://doi.org/10.1146/annurev-biochem-060815-014607
https://doi.org/10.1146/annurev-biochem-060815-014607
https://doi.org/10.1038/nrmicro.2016.184
https://doi.org/10.1038/nrmicro.2016.184
https://doi.org/10.1038/nprot.2013.143
https://doi.org/10.1038/nprot.2013.143
https://doi.org/10.1074/jbc.M113.539726
https://doi.org/10.1186/s13059-018-1445-x
https://doi.org/10.1038/nsmb915
https://doi.org/10.1016/j.cell.2018.02.033
https://doi.org/10.1016/j.cell.2018.02.033
https://doi.org/10.1038/nature24049
https://doi.org/10.1126/science.aaq0180
https://doi.org/10.1016/j.cell.2018.09.001
https://doi.org/10.1016/j.cell.2018.09.001
https://doi.org/10.1016/j.cell.2017.06.050
https://doi.org/10.1016/j.cell.2017.06.050
https://doi.org/10.1126/science.aaf5573


1 2Scientific RepoRtS |         (2020) 10:9617  | https://doi.org/10.1038/s41598-020-66775-3

www.nature.com/scientificreportswww.nature.com/scientificreports/

 44. Smargon, A. A. et al. Cas13b Is a Type VI-B CRISPR-Associated RNA-Guided RNase Differentially Regulated by Accessory Proteins 
Csx27 and Csx28. Mol. Cell 65, 618–630 e617, https://doi.org/10.1016/j.molcel.2016.12.023 (2017).

 45. Liu, L. et al. Porcine Reproductive and Respiratory Syndrome Virus Nucleocapsid Protein Interacts with Nsp9 and Cellular DHX9 
To Regulate Viral RNA Synthesis. J. Virol. 90, 5384–5398, https://doi.org/10.1128/JVI.03216-15 (2016).

 46. Wissink, E. H. et al. The major envelope protein, GP5, of a European porcine reproductive and respiratory syndrome virus contains 
a neutralization epitope in its N-terminal ectodomain. J. Gen. Virol. 84, 1535–1543, https://doi.org/10.1099/vir.0.18957-0 (2003).

 47. Komor, A. C., Badran, A. H. & Liu, D. R. CRISPR-Based Technologies for the Manipulation of Eukaryotic Genomes. Cell 169, 559, 
https://doi.org/10.1016/j.cell.2017.04.005 (2017).

 48. Dai, W. J. et al. CRISPR-Cas9 for in vivo Gene Therapy: Promise and Hurdles. Mol. Ther. Nucleic Acids 5, e349, https://doi.
org/10.1038/mtna.2016.58 (2016).

 49. Mollanoori, H. & Teimourian, S. Therapeutic applications of CRISPR/Cas9 system in gene therapy. Biotechnol. Lett. 40, 907–914, 
https://doi.org/10.1007/s10529-018-2555-y (2018).

 50. van Diemen, F. R. et al. CRISPR/Cas9-Mediated Genome Editing of Herpesviruses Limits Productive and Latent Infections. PLoS 
Pathog. 12, e1005701, https://doi.org/10.1371/journal.ppat.1005701 (2016).

 51. Lin, S. R. et al. The CRISPR/Cas9 System Facilitates Clearance of the Intrahepatic HBV Templates In Vivo. Mol. Ther. Nucleic Acids 
3, e186, https://doi.org/10.1038/mtna.2014.38 (2014).

 52. Kennedy, E. M. et al. Inactivation of the human papillomavirus E6 or E7 gene in cervical carcinoma cells by using a bacterial 
CRISPR/Cas RNA-guided endonuclease. J. virology 88, 11965–11972, https://doi.org/10.1128/JVI.01879-14 (2014).

 53. Soppe, J. A. & Lebbink, R. J. Antiviral Goes Viral: Harnessing CRISPR/Cas9 to Combat Viruses in Humans. Trends Microbiol. 25, 
833–850, https://doi.org/10.1016/j.tim.2017.04.005 (2017).

 54. Hou, P. et al. Genome editing of CXCR4 by CRISPR/cas9 confers cells resistant to HIV-1 infection. Sci. Rep. 5, 15577, https://doi.
org/10.1038/srep15577 (2015).

 55. Li, C. et al. Inhibition of HIV-1 infection of primary CD4+ T-cells by gene editing of CCR5 using adenovirus-delivered CRISPR/
Cas9. J. Gen. Virol. 96, 2381–2393, https://doi.org/10.1099/vir.0.000139 (2015).

 56. Wang, W. et al. CCR5 gene disruption via lentiviral vectors expressing Cas9 and single guided RNA renders cells resistant to HIV-1 
infection. PLoS One 9, e115987, https://doi.org/10.1371/journal.pone.0115987 (2014).

 57. Ebina, H., Misawa, N., Kanemura, Y. & Koyanagi, Y. Harnessing the CRISPR/Cas9 system to disrupt latent HIV-1 provirus. Sci. Rep. 
3, 2510, https://doi.org/10.1038/srep02510 (2013).

 58. Hu, W. et al. RNA-directed gene editing specifically eradicates latent and prevents new HIV-1 infection. Proc. Natl. Acad. Sci. USA 
111, 11461–11466, https://doi.org/10.1073/pnas.1405186111 (2014).

 59. Kaminski, R. et al. Elimination of HIV-1 Genomes from Human T-lymphoid Cells by CRISPR/Cas9 Gene Editing. Sci. Rep. 6, 22555, 
https://doi.org/10.1038/srep22555 (2016).

 60. Kaminski, R. et al. Negative Feedback Regulation of HIV-1 by Gene Editing Strategy. Sci. Rep. 6, 31527, https://doi.org/10.1038/
srep31527 (2016).

 61. Zhu, W. et al. The CRISPR/Cas9 system inactivates latent HIV-1 proviral DNA. Retrovirology 12, 22, https://doi.org/10.1186/s12977-
015-0150-z (2015).

 62. Yin, C. et al. Functional screening of guide RNAs targeting the regulatory and structural HIV-1 viral genome for a cure of AIDS. 
AIDS 30, 1163–1174, https://doi.org/10.1097/QAD.0000000000001079 (2016).

 63. Kaminski, R. et al. Excision of HIV-1 DNA by gene editing: a proof-of-concept in vivo study. Gene Ther. 23, 696, https://doi.
org/10.1038/gt.2016.45 (2016).

 64. Luo, L. et al. Aminopeptidase N-null neonatal piglets are protected from transmissible gastroenteritis virus but not porcine epidemic 
diarrhea virus. Sci. Rep. 9, 13186, https://doi.org/10.1038/s41598-019-49838-y (2019).

 65. Wang, B. et al. Influenza A Virus Facilitates Its Infectivity by Activating p53 to Inhibit the Expression of Interferon-Induced 
Transmembrane Proteins. Front. Immunol. 9, 1193, https://doi.org/10.3389/fimmu.2018.01193 (2018).

 66. Xie, Z. et al. Genetically modified pigs are protected from classical swine fever virus. PLoS Pathog. 14, e1007193, https://doi.
org/10.1371/journal.ppat.1007193 (2018).

 67. Oh, J. N., Choi, K. H. & Lee, C. K. Multi-resistance strategy for viral diseases and in vitro short hairpin RNA verification method in 
pigs. Asian-Australas J. Anim. Sci. 31, 489–498, https://doi.org/10.5713/ajas.17.0749 (2018).

 68. Isken, O. et al. CRISPR/Cas9-Mediated Knockout of DNAJC14 Verifies This Chaperone as a Pivotal Host Factor for RNA Replication 
of Pestiviruses. J. Virol. 93, https://doi.org/10.1128/JVI.01714-18 (2019).

 69. Burkard, C. et al. Precision engineering for PRRSV resistance in pigs: Macrophages from genome edited pigs lacking CD163 SRCR5 
domain are fully resistant to both PRRSV genotypes while maintaining biological function. PLoS Pathog. 13, e1006206, https://doi.
org/10.1371/journal.ppat.1006206 (2017).

 70. Aman, R. et al. RNA virus interference via CRISPR/Cas13a system in plants. Genome Biol. 19, 1, https://doi.org/10.1186/s13059-
017-1381-1 (2018).

 71. Mahas, A., Aman, R. & Mahfouz, M. CRISPR-Cas13d mediates robust RNA virus interference in plants. Genome Biol. 20, 263, 
https://doi.org/10.1186/s13059-019-1881-2 (2019).

 72. Abbott, T. R. et al. Development of CRISPR as an Antiviral Strategy to Combat SARS-CoV-2 and Influenza. Cell, https://doi.
org/10.1016/j.cell.2020.04.020 (2020).

 73. Freije, C. A. et al. Programmable Inhibition and Detection of RNA Viruses Using Cas13. Mol. Cell 76, 826–837 e811, https://doi.
org/10.1016/j.molcel.2019.09.013 (2019).

 74. Wolter, F. & Puchta, H. The CRISPR/Cas revolution reaches the RNA world: Cas13, a new Swiss Army knife for plant biologists. 
Plant. J. 94, 767–775, https://doi.org/10.1111/tpj.13899 (2018).

 75. Jing, X. et al. Implementation of the CRISPR-Cas13a system in fission yeast and its repurposing for precise RNA editing. Nucleic 
Acids Res. 46, e90, https://doi.org/10.1093/nar/gky433 (2018).

 76. Zhu, H., Richmond, E. & Liang, C. CRISPR-RT: a web application for designing CRISPR-C2c2 crRNA with improved target 
specificity. Bioinformatics 34, 117–119, https://doi.org/10.1093/bioinformatics/btx580 (2018).

 77. Wessels, H.-H. et al. Massively parallel Cas13 screens reveal principles for guide RNA design. Nature Biotechnology, https://doi.
org/10.1038/s41587-020-0456-9 (2020).

 78. Van Breedam, W. et al. Porcine reproductive and respiratory syndrome virus entry into the porcine macrophage. J. Gen. Virol. 91, 
1659–1667, https://doi.org/10.1099/vir.0.020503-0 (2010).

 79. Kim, H. S., Kwang, J., Yoon, I. J., Joo, H. S. & Frey, M. L. Enhanced replication of porcine reproductive and respiratory syndrome 
(PRRS) virus in a homogeneous subpopulation of MA-104 cell line. Arch. Virol. 133, 477–483 (1993).

 80. Di, H., McIntyre, A. A. & Brinton, M. A. New insights about the regulation of Nidovirus subgenomic mRNA synthesis. Virology 517, 
38–43, https://doi.org/10.1016/j.virol.2018.01.026 (2018).

 81. Yoder, K. E. & Bundschuh, R. Host Double Strand Break Repair Generates HIV-1 Strains Resistant to CRISPR/Cas9. Sci. Rep. 6, 
29530, https://doi.org/10.1038/srep29530 (2016).

 82. Ayudhya, S. N., Assavacheep, P. & Thanawongnuwech, R. One world–one health: the threat of emerging swine diseases. An Asian 
perspective. Transbound. Emerg. Dis. 59(Suppl 1), 9–17, https://doi.org/10.1111/j.1865-1682.2011.01309.x (2012).

 83. Reed, L. J. & Muench, H. A Simple Method Of Estimating Fifty Per Cent Endpoints12. Am. J. Epidemiol. 27, 493–497, https://doi.
org/10.1093/oxfordjournals.aje.a118408 (1938).

https://doi.org/10.1038/s41598-020-66775-3
https://doi.org/10.1016/j.molcel.2016.12.023
https://doi.org/10.1128/JVI.03216-15
https://doi.org/10.1099/vir.0.18957-0
https://doi.org/10.1016/j.cell.2017.04.005
https://doi.org/10.1038/mtna.2016.58
https://doi.org/10.1038/mtna.2016.58
https://doi.org/10.1007/s10529-018-2555-y
https://doi.org/10.1371/journal.ppat.1005701
https://doi.org/10.1038/mtna.2014.38
https://doi.org/10.1128/JVI.01879-14
https://doi.org/10.1016/j.tim.2017.04.005
https://doi.org/10.1038/srep15577
https://doi.org/10.1038/srep15577
https://doi.org/10.1099/vir.0.000139
https://doi.org/10.1371/journal.pone.0115987
https://doi.org/10.1038/srep02510
https://doi.org/10.1073/pnas.1405186111
https://doi.org/10.1038/srep22555
https://doi.org/10.1038/srep31527
https://doi.org/10.1038/srep31527
https://doi.org/10.1186/s12977-015-0150-z
https://doi.org/10.1186/s12977-015-0150-z
https://doi.org/10.1097/QAD.0000000000001079
https://doi.org/10.1038/gt.2016.45
https://doi.org/10.1038/gt.2016.45
https://doi.org/10.1038/s41598-019-49838-y
https://doi.org/10.3389/fimmu.2018.01193
https://doi.org/10.1371/journal.ppat.1007193
https://doi.org/10.1371/journal.ppat.1007193
https://doi.org/10.5713/ajas.17.0749
https://doi.org/10.1128/JVI.01714-18
https://doi.org/10.1371/journal.ppat.1006206
https://doi.org/10.1371/journal.ppat.1006206
https://doi.org/10.1186/s13059-017-1381-1
https://doi.org/10.1186/s13059-017-1381-1
https://doi.org/10.1186/s13059-019-1881-2
https://doi.org/10.1016/j.cell.2020.04.020
https://doi.org/10.1016/j.cell.2020.04.020
https://doi.org/10.1016/j.molcel.2019.09.013
https://doi.org/10.1016/j.molcel.2019.09.013
https://doi.org/10.1111/tpj.13899
https://doi.org/10.1093/nar/gky433
https://doi.org/10.1093/bioinformatics/btx580
https://doi.org/10.1038/s41587-020-0456-9
https://doi.org/10.1038/s41587-020-0456-9
https://doi.org/10.1099/vir.0.020503-0
https://doi.org/10.1016/j.virol.2018.01.026
https://doi.org/10.1038/srep29530
https://doi.org/10.1111/j.1865-1682.2011.01309.x
https://doi.org/10.1093/oxfordjournals.aje.a118408
https://doi.org/10.1093/oxfordjournals.aje.a118408


13Scientific RepoRtS |         (2020) 10:9617  | https://doi.org/10.1038/s41598-020-66775-3

www.nature.com/scientificreportswww.nature.com/scientificreports/

 84. Morozova, K. S. et al. Far-red fluorescent protein excitable with red lasers for flow cytometry and superresolution STED nanoscopy. 
Biophys. J. 99, L13–15, https://doi.org/10.1016/j.bpj.2010.04.025 (2010).

 85. Stewart, S. A. et al. Lentivirus-delivered stable gene silencing by RNAi in primary cells. RNA 9, 493–501 (2003).

Acknowledgements
This work was supported by the Ratchadapisaek Somphote Endowment Fund, Chulalongkorn University (CU-
GR_61_035_31_009) and the Thailand Research Fund (RTA 6080012). JC is a postdoctoral fellow under the 
Rachadapisaek Sompote Fund, The Graduate School, Chulalongkorn University. We would like to thank Mrs. 
Angela Aldred for her kind assistance during manuscript preparation.

Author contributions
J.C. and S.S. designed the study. J.C. performed experiments and analysed the data. N.T. and T.N. analysed the 
data. J.C. and S.S. prepared the manuscript with comments from all authors. All authors read and approved the 
final manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-020-66775-3.
Correspondence and requests for materials should be addressed to S.S.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2020

https://doi.org/10.1038/s41598-020-66775-3
https://doi.org/10.1016/j.bpj.2010.04.025
https://doi.org/10.1038/s41598-020-66775-3
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Abrogation of PRRSV infectivity by CRISPR-Cas13b-mediated viral RNA cleavage in mammalian cells
	Results
	Characterization of the CRISPR/Cas13b system in PRRSV mRNA targeting. 
	Development of a single CRISPR/Cas13b-duplexed guide RNA delivery system. 
	Lentiviral-mediated CRISPR/Cas13b delivery eradicates PRRSV infection in vitro. 

	Discussion
	Methods
	Cell lines, viruses and plasmids. 
	Plasmid constructs. 
	Guide cloning for the Cas13b system. 
	Transfection for PRRSV RNA knockdown. 
	Fluorescence assay. 
	Flow cytometry analysis. 
	Quantitative RT-PCR. 
	Generation of CRISPR/Cas13b-gRNA expressing cell lines. 
	Infection of CRISPR/Cas13b-MARC-145 cells with PRRSV. 
	Statistical analysis. 

	Acknowledgements
	Figure 1 Characterization of the CRISPR/Cas13b system in PRRSV mRNA targeting.
	Figure 2 Determination of the most potent crRNA for Cas13b-mediated PRRSV ORF5 and ORF7 targeting.
	Figure 3 Development of an all-in-one CRISPR/Cas13b-duplexed crRNA delivery system.
	Figure 4 Cas13b mediates the efficient knockdown of the PRRSV genome in lentiviral transgenic MARC-145 cells.
	Table 1 The crRNA sequences used in this study.




