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Abstract: The current COronaVIrus Disease 2019 (COVID-19) pandemic started in December 2019.
COVID-19 cases are confirmed by the detection of SARS-CoV-2 RNA in biological samples by RT-qPCR.
However, limited numbers of SARS-CoV-2 genomes were available when the first RT-qPCR methods
were developed in January 2020 for initial in silico specificity evaluation and to verify whether the
targeted loci are highly conserved. Now that more whole genome data have become available,
we used the bioinformatics tool SCREENED and a total of 4755 publicly available SARS-CoV-2
genomes, downloaded at two different time points, to evaluate the specificity of 12 RT-qPCR tests
(consisting of a total of 30 primers and probe sets) used for SARS-CoV-2 detection and the impact of
the virus’ genetic evolution on four of them. The exclusivity of these methods was also assessed using
the human reference genome and 2624 closely related other respiratory viral genomes. The specificity
of the assays was generally good and stable over time. An exception is the first method developed by
the China Center for Disease Control and prevention (CDC), which exhibits three primer mismatches
present in 358 SARS-CoV-2 genomes sequenced mainly in Europe from February 2020 onwards.
The best results were obtained for the assay of Chan et al. (2020) targeting the gene coding for the
spiking protein (S). This demonstrates that our user-friendly strategy can be used for a first in silico
specificity evaluation of future RT-qPCR tests, as well as verifying that the former methods are still
capable of detecting circulating SARS-CoV-2 variants.
Keywords: SARS-CoV-2; COVID-19; detection; diagnosis; RT-qPCR; in silico specificity evaluation;
bioinformatics tool; WGS data; mismatches; primers and probes

1. Introduction
In December 2019, an unusual and increasing number of pneumonia cases from unknown origin
were reported in Wuhan, a city located in the province of Hubei, China. The typical signs of illness
ranged from mild or absent symptoms to fever, cough, sore throat, loss of smell and taste, headache,
fatigue, myalgia, and breathlessness, and were potentially life threatening. Therefore, an admission in
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intensive care units was occasionally required, especially for at-risk populations such as elderly patients
and patients suffering from co-morbidities [1,2]. The responsible agent of these cases was identified
as a novel coronavirus belonging to the Coronaviridae family, Betacoronavirus genus, and Sarbecovirus
subgenus. This new virus, named Severe Acute Respiratory Syndrome Coronavirus 2 (SARS-CoV-2),
initially 2019 novel Coronavirus (2019-nCoV), probably originated from bats, as its genome showed
between 87% and 96% similarity with genomes of bat coronaviruses [3–5]. It is also suspected that
SARS-CoV-2 jumped from bats to a human host through an intermediate animal vector, such as a
pangolin, civet, or another animal species traded as living organisms at the Huanan wholesale seafood
market of Wuhan. Indeed, coronaviruses isolated previously from such animals also show a close
genomic similarity with the novel human coronavirus [5,6], although this hypothesis needs further
investigation to be validated [7]. Outbreaks due to other zoonotic agents from the Coronaviridae family,
and related to SARS, were previously observed in 1965 (HCoV-229E, still circulating each winter
season), at the end of 2002 (SARS-CoV) and in 2012 (MERS-CoV) [8]. Genomic comparisons between
SARS-CoV (also belonging to the subgenus Sarbecovirus) and SARS-CoV-2 showed a more than 70%
similarity [1]. Since its first occurrence in December 2019 in China, the SARS-CoV-2 outbreak, leading
to COronaVIrus Disease 2019 (COVID-19), spread around the world. Therefore, on 11th March 2020
the World Health Organization (WHO) declared that this outbreak had reached a pandemic state.
At the time of writing of this article (24/06/2020), 9,263,570 confirmed cases in 188 countries have been
reported, of which 477,584 resulted in death [9,10].
During a pandemic such as the current one caused by SARS-CoV-2, one of the major concerns
for public health authorities is the ability of diagnostic laboratories to rapidly and accurately identify
the presence of the virus in the population. This is particularly important, firstly, to provide medical
surveillance and assistance when required, and secondly to isolate infected patients in quarantine
with the aim of limiting the spread of this highly contagious virus to non-infected people in order to
reduce the risk of further dispersion, especially within at-risk groups. In addition to the presence of
certain symptoms (as described in the previous paragraph), SARS-CoV-2 infection can be diagnosed
through the detection of lung lesions by Computed Tomography (CT), by the detection of specific
antibodies (IgM and IgG), produced in reaction to the infection, by immunological assays (such as
Enzyme Linked ImmunoSorbent Assay (ELISA) and rapid antibody tests) to assess seroconversion,
and by the determination of the presence of the virus itself by nucleic acid detection methods (such as
Reverse Transcription real-time PCR (RT-qPCR)) or by using sequencing technologies. Chest CT scans
provide a good clinical indication of pneumonia and are complementary to other methods [11–13],
but are not specific to SARS-CoV-2. Sequencing technologies are accurate and provide complete
genome data but are time-consuming and unsuitable for rapid diagnostics. They are mostly used
after a positive RT-qPCR result. RT-qPCR tests are indeed useful at the early disease stage, when the
virus can be detected in the respiratory tract. Immunological assays are more adapted for a later
disease stage when IgM antibodies are detectable in the blood stream 3 to 6 days after the first onset
of symptoms, while in parallel the viral load starts to decrease in the body and cannot be detected
by RT-qPCR anymore [14–17]. Therefore, RT-qPCR was rapidly adopted as the primary diagnostic
test to quickly detect SARS-CoV-2 and to take the necessary medical and quarantining measures in
time. Nevertheless, a non-negligible rate of false negative results were reported when using this
technique [18]. One possible explanation is that the viral RNA concentration can be too low in the
sample to be properly detected by RT-qPCR methods. Indeed, the viral load can vary depending on the
source (nasopharyngeal, oropharyngeal, bronchoalveolar lavage, sputum, saliva, or feces) and quality
of the sample, as well as the sampling time (too early before the symptoms’ onset or too late during the
symptoms’ relief) [13,19,20]. Another explanation for the false negative rate of RT-qPCR results could
be the natural ability of viruses to genetically evolve [21,22]. Indeed, as qPCR methods are based on
the use of primers and probes that must specifically anneal to their complementary template sequence,
substitutions or deletions in the viral genome can have an impact on the test outcome. Depending
on the location and number of mismatches between the primer/probe sequences and their template,
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the consequences on the qPCR signal can vary. For instance, while one mismatch can have a minor
effect, two or three mismatches can potentially lower the sensitivity of the method as well as increase
the quantification cycle (Cq) value, and more than three mismatches can cause a total reaction failure.
Additionally, it is known that a mismatch located at the first nucleotides of the 30 end of the primers
has a large negative impact [23–26].
In the early stage of the pandemic, as soon as some SARS-CoV-2 genomes were fully sequenced
by Whole Genome Sequencing (WGS), RT-qPCR assays were developed rapidly in January 2020,
responding to the need to detect SARS-CoV-2 RNA in the biological samples of people with the
suspicion of infection. Some of these methods were recommended by the WHO in their technical
guidance for laboratory testing published the 24th of January 2020 [27]. However, as these methods
were developed at an early stage of the pandemic as there was no other option, it was not possible
to clearly evaluate what were the most conserved genomic regions of SARS-CoV-2 ideal for primers
and probe design. Additionally, too few SARS-CoV-2 genome sequences were available at that time to
perform an exhaustive in silico specificity evaluation of the designed primers and probe sets. Finally,
although control samples became quickly available, the scientific team developing these RT-qPCR
assays did not have a large collection of SARS-CoV-2 strains to perform extensive valid inclusivity
tests in the wet lab. Moreover, some of these tests were later shown to have large differences in
performance [28,29]. Since the early development of the WHO recommended tests, several additional
RT-qPCR assays were published [30–34]. In parallel, thousands of SARS-CoV-2 genomes became
publicly available and continue to be released. Therefore, it is relevant now to use all genome data
available to evaluate the current in silico specificity of the RT-qPCR tests, including those developed at
the onset of the pandemic. Indeed, regarding the ability of viruses in general to genetically evolve,
the genomic regions targeted by viral RT-qPCR tests must be evaluated periodically to assess whether
they are stable in time or whether their mutation rate could lead to false negative results in the future.
Although other studies have already evaluated mismatches in primers and probes used for SARS-CoV-2
detection, they have often only incorporated a limited number of genome sequences or RT-qPCR
assays, or only evaluated the situation at a single time point [28,35–38]. Additionally, such systematic
investigations present a substantial bottleneck for routine diagnostic laboratories, which often do not
have access to the required bioinformatics expertise and/or resources, especially when considering
the intricacies encountered in the proper design of primers and probes [39]. The manual alignment
of primers and probes to thousands of individual genomes is furthermore highly time-consuming.
To overcome these limitations, we previously developed an open-access bioinformatics tool named
SCREENED (polymeraSe Chain Reaction Evaluation through largE-scale miNing of gEnomic Data [39]),
enabling user-friendly investigations of mismatches between the primers and probes employed in
routine RT-qPCR methods, and large amounts of whole genome data, evaluating for each genome in
silico the generation of a theoretical RT-qPCR signal. This method has already been successfully used
for the evaluation of RT-qPCR tests used for Dengue virus detection [39], as well as for the Zika and
Chikungunya viruses [40].
In the current study, we used SCREENED to perform a large-scale in silico specificity evaluation
of 30 primers and probes sets (i.e., assays), part of 12 RT-qPCR tests developed for the detection of
SARS-CoV-2. From a dataset of 2569 unique SARS-CoV-2 genomes obtained after the clustering of
3590 publicly available genomes from different databases, SCREENED extracted the genomic regions
targeted by the evaluated RT-qPCR assays and assessed whether primers and probes could properly
anneal, theoretically resulting in correct virus detection. From this, the inclusivity of each assay was
determined. Additionally, the same analysis was performed using 2423 representative unique genomes
belonging to other coronaviruses and other respiratory viruses in addition to the human reference
genome, with the aim of also evaluating the exclusivity of each assay. Finally, the inclusivity of four
RT-qPCR tests was investigated again, with a new batch of 1165 SARS-CoV-2 genomes downloaded
one month after the first download, corresponding to 968 representative unique sequences, with the
aim of assessing the impact of the viral genetic evolution after this period of time.
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2. Results
2.1. Overview of RT-qPCR Assays for SARS-CoV-2 Detection
In the current article, a RT-qPCR test, as developed by a specific institute or scientific team
(Table 1), was considered as composed of one or several singleplex assays—i.e., primers and probe
sets. Twenty-four primers and probe sets using TaqMan technology and six primer sets using SYBR
Green technology, corresponding to a total of 12 RT-qPCR tests, were collected for evaluation (Table 1).
The targets of the 12 RT-qPCR tests are located in the SARS-CoV-2 genes coding for the envelope
protein (E), the nucleocapsid protein (N), the spiking protein (S), and non-structural proteins located in
the Open Reading Frame 1ab (ORF1ab), such as the RNA-dependent RNA polymerase (RdRp)/helicase
(Hel) and the non-structural protein 14 (nsp14) (Figure 1). Seven RT-qPCR tests originated from
the WHO technical guidance published for laboratory testing of SARS-CoV-2 in humans [27] and
were developed by (in no specific order) the Chinese Center for Disease Control and prevention
(CDC) (Assays_1 (ORF1b and N)), the German Charité Hospital (Assays_2 (RdRp-P1, RdRp-P2, E,
and N)), the French Institut Pasteur (Assays_3 (RdRp-IP2, RdRp-IP4, and E)), the US CDC (Assays_4
(N-1, N-2, and N-3)), the Japanese National Institute for Infectious Diseases (NIID) (Assay_5_N),
the Hong-Kongese Faculty of Medicine HKU Med (Assays_6 (RdRp/nsp14 and N)), and the Thai
National Institute of Health (NIH) (Assay_7_N). Other assays (5) were retrieved from the literature or
from a working document of the European Commission inventorying the diagnostic tests developed
for COVID-19 [34]—i.e., Assays_8 (RdRp/Hel, S, and N)), Assays_9_ORF1a, Assays_10 (RdRp, S, E,
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Figure 1. Location of the sequence amplified by each evaluated primer set in Table 2. Genome
(NC_045512.2). The SARS-CoV-2 genome (~29,000 nt) is composed of genes coding for structural
Figure 1. Location of the sequence amplified by each evaluated primer set in Table 2. Genome
proteins, such as the Spike protein (S), Envelope protein (E), and Nucleocapsid protein (N);
(NC_045512.2). The SARS-CoV-2 genome (~29 000 nt) is composed of genes coding for structural
and non-structural proteins located in the Open Reading Frame 1ab (ORF1ab), such as RNA-dependent
proteins, such as the Spike protein (S), Envelope protein (E), and Nucleocapsid protein (N); and nonRNA polymerase (RdRp), Helicase (H), and non-structural protein 14 (nsp14). The orange rectangles in
structural proteins located in the Open Reading Frame 1ab (ORF1ab), such as RNA-dependent RNA
the figure show the approximate size and location in these genes of the target sequence that is amplified
polymerase (RdRp), Helicase (H), and non-structural protein 14 (nsp14). The orange rectangles in the
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that the targeted amplified sequences are overlapping. The exact starting point of each of the forward
primers and the length of their corresponding amplicons are available in Table 1.

2.2. Determination of RT-qPCR Assay SARS-CoV-2 Inclusivity
A total of 3590 SARS-CoV-2 genomes, sequenced from samples collected before the 7th of April
2020, were downloaded from the GISAID EpiCoV database, the NCBI Virus database, and the CNGB
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Table 1. Overview of the 12 RT-qPCR tests, each including one or several assays, investigated in this study.
Amplicon’s
Starting
Positio ¶

Amplicon
Length

Annealing T ◦ C

Intended
Specificity

Fw CCCTGTGGGTTTTACACTTAA
Rv ACGATTGTGCATCAGCTGA
P CCGTCTGCGGTATGTGGAAAGGTTATGG
Fw GGGGAACTTCTCCTGCTAGAAT
Rv CAGACATTTTGCTCTCAAGCTG
P TTGCTGCTGCTTGACAGATT

13,341

119

NC

NC *

28,880

99

NC

NC *

Fw GTGARATGGTCATGTGTGGCGG
Rv CARATGTTAAASACACTATTAGCATA
P CCAGGTGGWACRTCATCMGGTGATGC
Fw GTGARATGGTCATGTGTGGCGG
Rv CARATGTTAAASACACTATTAGCATA
P CAGGTGGAACCTCATCAGGAGATGC
Fw ACAGGTACGTTAATAGTTAATAGCGT
Rv ATATTGCAGCAGTACGCACACA
P ACACTAGCCATCCTTACTGCGCTTCG
Fw CACATTGGCACCCGCAATC
Rv GAGGAACGAGAAGAGGCTTG
P ACTTCCTCAAGGAACAACATTGCCA

15,430

100

58 ◦ C

Sarbeco

15,430

100

58 ◦ C

SARSCoV-2

Assay

Technology

Target

Primer and Probe Sequences (50 -30 )

1

TaqMan

ORF1b

1

TaqMan

N

2 **

TaqMan

RdRp-P1

2 **

TaqMan

RdRp-P2

2 ***

TaqMan

E

2 ****

TaqMan

N

3

TaqMan

RdRp-IP2

3

TaqMan

RdRp-IP4

3 ***

TaqMan

E

4

TaqMan

N-1

4

TaqMan

N-2

4†

TaqMan

N-3

Fw ATGAGCTTAGTCCTGTTG
Rv CTCCCTTTGTTGTGTTGT
P AGATGTCTTGTGCTGCCGGTA
Fw GGTAACTGGTATGATTTCG
Rv CTGGTCAAGGTTAATATAGG
P TCATACAAACCACGCCAGG
Fw ACAGGTACGTTAATAGTTAATAGCGT
Rv ATATTGCAGCAGTACGCACACA
P ACACTAGCCATCCTTACTGCGCTTCG
Fw GACCCCAAAATCAGCGAAAT
Rv TCTGGTTACTGCCAGTTGAATCTG
P ACCCCGCATTACGTTTGGTGGACC
Fw TTACAAACATTGGCCGCAAA
Rv GCGCGACATTCCGAAGAA
P ACAATTTGCCCCCAGCGCTTCAG
Fw GGGAGCCTTGAATACACCAAAA
Rv ACAATTTGCCCCCAGCGCTTCAG
P AYCACATTGGCACCCGCAATCCTG

26,268

113

58 ◦ C

Sarbeco

28,705

128

58 ◦ C

NC

12,689

108

58 ◦ C

SARSCoV-2

14,079

107

58 ◦ C

SARSCoV-2

26,268

113

58 ◦ C

Sarbeco

28,286

72

55 ◦ C

SARSCoV-2

29,163

67

55 ◦ C

SARSCoV-2

28,680

72

55 ◦ C

SARSCoV-2

Guidelines for Overall
Interpretation of the Assay

Source

NC1

China CDC,
China
[27]

The E target can be used for a
first screening. Then, positive
results must be confirmed by
RdRp sets, which must both be
positive for the specific detection
of SARS-CoV-2.

Charité
Hospital,
Germany
[27]

RdRp-IP2 and RdRp-IP4 must be
detected for SARS-CoV-2
determination. The E target can
be used as a confirmatory result.

Institut Pasteur,
France
[27]

Both N-1 and N-2 tests must be
positive to confirm the detection
of SARS-CoV-2. If only one
target is detected, the result of
the test is inconclusive.

US CDC,
USA
[27]
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Table 1. Cont.
Amplicon’s
Starting
Positio ¶

Amplicon
Length

Annealing T ◦ C

Intended
Specificity

Guidelines for Overall
Interpretation of the Assay

Source

Fw AAATTTTGGGGACCAGGAAC
Rv TGGCAGCTGTGTAGGTCAAC
P ATGTCGCGCATTGGCATGGA

29,124

158

60 ◦ C

SARSCoV-2 §

NA

NIID,
Japan
[27]

Fw TGGGGYTTTACRGGTAACCT
Rv AACRCGCTTAACAAAGCACTC
P TAGTTGTGATGCWATCATGACTAG
Fw TAATCAGACAAGGAACTGATTA
Rv CGAAGGTGTGACTTCCATG

18,777

The N gene detection is
recommended for a first
screening and the Orf1b/nsp14
detection as a confirmatory test.
Mixed positive/negative results
between the 2 targets should be
regarded as undetermined.

HKU Med,
Hong-Kong
[27]

NA

NIH,
Thailand
[27]

Chan et al.
[30]

Lu et al.
[3]

Assay

Technology

Target

Primer and Probe Sequences (50 -30 )

5

TaqMan

N

6

6

TaqMan

TaqMan

ORF1b/
nsp14
N

132

60 ◦ C

Sarbeco ‡

29,144

110

60

◦C

‡

Fw CGTTTGGTGGACCCTCAGAT
Rv CCCCACTGCGTTCTCCATT
P CAACTGGCAGTAACCA

28,319

57

55 ◦ C

Fw CGCATACAGTCTTRCAGGCT
Rv GTGTGATGTTGAWATGACATGGTC
P TTAAGATGTGGTGCTTGCATACGTAGAC
Fw CCTACTAAATTAAATGATCTCTGCTTTACT
Rv CAAGCTATAACGCAGCCTGTA
P CGCTCCAGGGCAAACTGGAAAG
Fw GCGTTCTTCGGAATGTCG
Rv TTGGATCTTTGTCATCCAATTTG
P AACGTGGTTGACCTACACAGST

16,219

Sarbeco

P GCAAATTGTGCAATTTGCGG
7

8

TaqMan

TaqMan

N

RdRp/
Hel

8

TaqMan

S

8

TaqMan

N

9

TaqMan

ORF1a

10

SYBR

RdRP

Green
10

SYBR

10

SYBR

S

SYBR
Green

55 ◦ C

22,711

158

55

◦C

SARSCoV-2

29,209

97

55 ◦ C

SARSCoV-2

The primers and probe set
targeting RdRp/Hel is the most
sensitive of Assay 8 and can be
used alone for the specific
detection of SARS-CoV-2 with no
cross-reactivity with other
human coronaviruses.

Fw AGAAGATTGGTTAGATGATGATAGT
Rv TTCCATCTCTAATTGAGGTTGAACC
P TCCTCACTGCCGTCTTGTTGACCA

3192

118

58 ◦ C

SARSCoV-2

NA

Fw CATGTGTGGCGGTTCACTAT

15,440

118

NC

Fw CTACATGCACCAGCAACTGT

E

Fw TTCGGAAGAGACAGGTACGTT

23,113

100

NC

Fw CAATGCTGCAATCGTGCTAC
Rv GTTGCGACTACGTGATGAGG

SARSSARSCoV-2

26,258

107

NC

SARS-

28,731

118

NC

SARS-

Rv CACACAATCGATGCGCAGTA
N

SARSCoV-2

CoV-2

Rv CACCTGTGCCTGTTAAACCA

Green
10

134

Rv TGCATTAACATTGGCCGTGA

Green

SARSCoV-2 §

CoV-2
CoV-2

The main objective of this assay
was the determination of
patients negative for
SARS-CoV-2. Thus, for a
negative result, the 4 targets
must remain undetected.
Presence of SARS-CoV-2 is
suspected if at least one target is
detected, but further
investigations need to
confirm this.

Won et al. [31]
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Table 1. Cont.
Amplicon’s
Starting
Positio ¶

Amplicon
Length

Annealing T ◦ C

Intended
Specificity

Fw GCCTCTTCTCGTTCCTCATCAC
Rv AGCAGCATCACCGCCATTG
Fw AGCCTCTTCTCGTTCCTCATCAC
Rv CCGCCATTGCCAGCCATTC
Fw CCGCAAGGTTCTTCTTCGTAAG
Rv TGCTATGTTTAGTGTTCCAGTTTTC
P AAGGATCAGTGCCAAGCTCGTCGCC
Fw GGCTTACCGCAAGGTTCTTC
Rv TGCTATGTTTAGTGTTCCAGTTTTC
P AAGGATCAGTGCCAAGCTCGTCGCC
Fw CAGGTATATGCGCTAGTTATCAGAC
Rv CCAAGTGACATAGTGTAGGCAATG
P AGACTAATTCTCCTCGGCGGGCACG
Fw GCAGGTATATGCGCTAGTTATCAG
Rv ACACTGGTAGAATTTCTGTGGTAAC
P AGACTAATTCTCCTCGGCGGGCACG

28,816

111

NC

SARS

28,815

102

NC

SARS

618

146

NC

SARS

612

152

NC

SARS

23,564

97

NC

SARSCoV-2

23,563

187

NC

SARSCoV-2

Fw ACTTCTTTTTCTTGCTTTCGTGGT
Rv GCAGCAGTACGCACACAATC
P CTAGTTACACTAGCCATCCTTACTGC

26,294

82

60 ◦ C

SARSCoV-2

Assay

Technology

Target

Primer and Probe Sequences (50 -30 )

11 k

N-1

11 k

SYBR
Green
SYBR
Green
TaqMan

ORF1a-3

11 k

TaqMan

ORF1a-4

11 k

TaqMan

S-5

11 k

TaqMan

S-6

12

TaqMan

E

11 k

N-2

Guidelines for Overall
Interpretation of the Assay

Source

N and ORF1a targets can be
detected in SARS-CoV-2 and
possibly in SARS-CoV even if
there are 2 SNPs of difference.
S targets should be detected in
SARS-CoV-2 only, but some
variants can be missed.
Consequently, a combination of
these targets must be used for
test development.

Sigma-Aldrich
[32]

NA

Huang et al.
[33]

E: envelope protein; Hel: helicase; N: nucleocapsid protein; nsp-14: non-structural protein 14; ORF1: Open Reading Frame 1; RdRp: RNA-dependent RNA polymerase; S: spiking protein.
Fw: forward primer sequence; Rv: reverse primer sequence; P: probe sequence. NC: Not Communicated; NA: Not Adapted because assay is single target. SARS: SARS-CoV-2 and possibly
SARS-CoV; Sarbeco: Sarbecovirus—i.e., SARS-CoV, SARS-CoV-2, and SARS-related coronaviruses. CDC: Center for Disease Control and prevention. NIID: National Institute for Infectious
Diseases. NIH: National Institute for Health. Assays_number (target list): all the targets of a RT-qPCR test developed by an institute or a scientific team. Assay_number_target: one specific
target of a RT-qPCR test developed by an institute or a scientific team. *: Assays_1 (ORF1b and N) was developed for SARS-CoV-2 detection but the authors of these assays did not define
the intended specificity of each target included in it. **: Assay_2_RdRp-P1 and Assay_2_RdRp-P2 are using the same primers but with different probes. ***: Assay_2_E and Assay_3_E are
using the same primers and probe sets for the detection of the E gene. ****: The N target was less investigated by the authors of Assays_2 (RdRp-P1, RdRp-P2, E, and N) because it was less
sensitive than the other targets. Thus, the RT-qPCR test from Charité Hospital (Germany) can be performed with RdRp and E detection only. †: The third N target was present in the first
version (February) of Assays_4 (N-1, N-2 and N-3) but was removed in a revised version (March). Thus, the US CDC RT-qPCR test can be performed with N-1 and N-2 detection only.
‡: Even though Assays_6 (Orf1b/nsp14 and N) are indicated to be specific to Sarbecovirus, the authors mentioned that they were developed for SARS-CoV-2 detection, as SARS-CoV is
supposedly eradicated. §: The intended specificity was not clearly stated in the original protocol, but these assays were developed for SARS-CoV-2 detection. k: Primers and probes of
Assays_11 (N-1, N-2, ORF1a-3, ORF1a-4, S-5, and S-6) were designed by Sigma-Aldrich to help the competent authorities in the diagnosis of COVID-19. However, to the best of our
knowledge, no commercial kit has been developed yet. ¶ : Positioning based on reference genome NC_045512.2.
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Table 2. Inclusivity evaluation of primers and probe sets using SCREENED with the first SARS-CoV-2 genome batch 07042020 for all the RT-qPCR tests.

Assay

Target

Genomes with Mismatches in the First Five
Nucleotides of the Primer’s 30 End

Genomes with >10% Mismatches in the Annealing
Sites of Primers and Probes

Number *

Modifications **

Number *

Modifications **
Fw AACGAACTTCTCCTGCTAGAAT

1
1

ORF1b
N

1
1

Fw GTGGGTTTTACATTTAA
Rv CAGACATTTTGCTCTCAAACTG

0
358

2

RdRp-P1

0

-

1

2
2
2

RdRp-P2
E
N

0
0
4
1

Fw CACATTGGCACCCGTAATC
Rv GAGGAACGAGAAGAGACTTG

3
3
3

RdRp-IP2
RdRp-IP4
E

3
0
0

4
4
4

N-1
N-2
N-3

5

False Negative
Results ***

Inclusivity

1
359

99.96%
86.03%

1

99.96%

0
0
0

Pb
CCAGGTGGGACCTCATCAGGAGATGC
-

0
0
5

100%
100%
99.81%

Rv CTCCCTTTGTTGTGTTAT
-

0
0
0

-

3
0
0

99.88%
100%
100%

7
1
0

Rv TCTGGTTACTGCCAGTTGAACCTG
Fw TTACAAACATTGGCCTCAAA
-

0
0
0

-

7
1
0

99.73%
99.96%
100%

N

3
4
1

Fw AAATTTTGGGGACCATGAAC
Fw AAATTTTGGGGACCAGGAAT
Rv TGGCACCTGTGTAGGTAAAC

0

-

8

99.69%

6
6

ORF1b/nsp14
N

0
2

Rv CGAAGGTGTGACTTCAATG

0
0

-

0
2

100%
99.92%

7

N

7

Fw CGTTTGGTGGACCCTCAGGT

0

-

7

99.73%

8
8
8

RdRp/Hel
S
N

0
0
1

Fw GCGTTCTTCGGAATGTCT

0
0
0

-

0
0
1

100%
100%
99.96%

9

ORF1a

0

-

0

-

0

100%

10
10
10
10

RdRp
S
E
N

8
0
0
1

Rv TGCATTAACATTGGCCGTAA
Rv GTTGCGACTACGTGATGAGT

0
0
0
0

-

8
0
0
1

99.69%
100%
100%
99.96%

Int. J. Mol. Sci. 2020, 21, 5585

9 of 25

Table 2. Cont.

Assay

Target

11

N-1

11

N-2

11
11
11

ORF1a-3
ORF1a-4
S-5

11

S-6

12

E

Genomes with Mismatches in the First Five
Nucleotides of the Primer’s 30 End

Genomes with >10% Mismatches in the Annealing
Sites of Primers and Probes

False Negative
Results ***

Inclusivity

Number *

Modifications **

Number *

Modifications **

3
5
3
5
0
0
9
1
1
9
1
1

Fw GCCTCTTCTCGTTCCTCACCAC
FW GCCTCTTCTCGTTCCTCATTAC
Fw AGCCTCTTCTCGTTCCTCACCAC
Fw AGCCTCTTCTCGTTCCTCATTAC
Fw CAGGTATATGTGCTAGTTATCACAC
Fw CAGGTATATGCGCTAGTTATCATAC
Fw CAGGTATATGCGCTAGTTATCGGAC
Fw GCAGGTATATGTGCTAGTTATCAC
Fw GCAGGTATATGCGCTAGTTATCGT
Fw GCAGGTATATGCGCTAGTTATCGG

0

-

8

99.69%

0

-

8

99.69%

0
0
0

-

0
0
11

100%
100%
99.57%

0

-

11

99.57%

0

-

0

-

0

100%

-: No modifications retrieved by SCREENED. *: Number of genomes having the type of mismatches investigated from a total of 2569 unique representative genomes. **: Detected
mismatches are indicated in bold in the 50 -30 sequence of forward primers (Fw), reverse primers (Rv), and probes (Pb). The mismatch in bold, and underlined is an additional SNP not
specific to the parameters investigated by SCREENED. ***: The total number of genomes that did not produce a positive signal for the evaluated primers and probe sets considered as false
negative results. No false negative results were obtained due to minimum alignment length lower than 90%.
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To avoid incorrect diagnosis and improve specificity, most RT-qPCR tests evaluated in this study
included multiple targets within the SARS-CoV-2 genome. Therefore, the results of some RT-qPCR tests
must be interpreted taking into consideration the combination of multiple detected targets—i.e., assays.
To clarify this, the authors of these tests gave specific recommendations, as described in Table 1.
For instance, some primers and probe sets, such as the ones in Assay_2_E and Assay_3_E, can detect
members of the Sarbecovirus subgenus and can be used for a first screening. Then, one or multiple
other gene(s) (Assay_2_RdRp-P2, Assay_3_RdRp-IP2, and Assay_3_RdRp-IP4) should be targeted
for confirming the presence of SARS-CoV-2 using more specific primers and probe sets for this virus.
The detection of multiple SARS-CoV-2 specific targets, as seen for Assays_3 (RdRp-IP2 and RdRp-IP4),
Assays_4 (N-1, N-2, and N-3), Assays_8 (RdRp/Hel, S, and N), Assays_10 (RdRp, S, E, and N),
and Assays_11 (N-1, N-2, ORF1a-3, ORF1a-4, S-5, and S-6), allows to deal with the diversity and/or
potential evolution of the virus. In general, for multi-target tests the following rules are applied for
result interpretation: if all the targets of a RT-qPCR test are detected, the patient is a confirmed positive
case for SARS-CoV-2; if none of the targets are detected, the absence of the virus is confirmed; and if
there exists a mix of positive and negative results for the targeted genes, the test is inconclusive and
has to be repeated or further investigation needs to be performed. The authors of Assays_10 (RdRp, S,
E, and N) developed their test mainly for the rapid and cost-effective discrimination of non-infected
people—i.e., negative for the four targets, who then know they cannot contaminate other people and
can continue their daily life without quarantining [31].
Concerning Assay_2_N and Assay_4_N-3, even though their corresponding primers and probes
were not included in the final protocol version of these tests [27], they were still evaluated in this
study. Assay_2_RdRp-P1 and Assay_2_RdRp-P2 use identical primers but with different probes for the
detection of the RdRp gene: P1 is pan-Sarbecovirus-specific, while P2 is strictly specific to SARS-CoV-2.
Additionally, Assay_2_E and Assay_3_E use the same primers and probe to target E gene. Finally,
Assays_11 (N-1, N-2, ORF1a-3, ORF1a-4, S-5, and S-6) consists of two primer sets (SYBR Green) and
four primer and probe sets (TaqMan), targeting a similar locus of the genes N, ORF1a, and S (Figure 1
and Table 1).
2.2. Determination of RT-qPCR Assay SARS-CoV-2 Inclusivity
A total of 3590 SARS-CoV-2 genomes, sequenced from samples collected before the 7th of April
2020, were downloaded from the GISAID EpiCoV database, the NCBI Virus database, and the CNGB
hCoV-19 database. After removing low-quality genomes and the clustering of identical genome
sequences using CD-HIT, 2569 SARS-CoV-2 unique representative genomes were obtained and used in
SCREENED for evaluating the inclusivity of the 12 RT-qPCR tests. The obtained results are listed in
Table 2. Of a total of 30 different primers and probe sets evaluated, 13 were 100% inclusive, 16 showed
an inclusivity of above 99.50%, and one showed an inclusivity of 86.03%. This last result concerned
Assay_1_N of the China CDC, for which one substitution (A instead of G) and three substitutions
(AAC instead of GGG) were identified at position 19 and position 1 of the reverse and forward primer
sequences, and this for 1 and 358 genomes, respectively. The 358 genomes with three substitutions in
their N gene were sequenced from samples collected between the 25th of February 2020 and the 30th of
March 2020, mostly outside Asia—i.e., 281 in European countries (79%), 43 in Australia (12%), and 19 in
USA/Canada (5%) (Figure 2). For these samples, SCREENED determined that Assay_1_ORF1b gave
a theoretical positive result, while Assay_1_N was negative. Even if no specific recommendations
were communicated by the China CDC for the overall interpretation of their RT-qPCR test, nor for the
intended specificity of its two targets (strictly specific to SARS-CoV-2 or to Sarbecovirus), it is assumed
that the overall result of this assay would be inconclusive for these 358 samples.

10

E

Rv CACACAATCGAAGCGCAGTA

2567 (99.92%)

*: Mismatches are indicated in bold in the 5′-3′ sequence of reverse primers and probe (Pb). These
mismatches were determined by multiple alignment and not by SCREENED because these
mismatches are not considered to prevent amplification, but potentially can result in false negative
if 21,
secondary
mismatches appear. †: The reverse primer of Assay_5_N was corrected 11
in ofa 25
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revised version of the protocol [41], but is not yet included in the WHO guidance document.

Figure 2. Sampling time and location for genomes that showed three mismatches in the sequence of
Figure 2. Sampling time and location for genomes that showed three mismatches in the sequence of
Assay_1_N0 s forward primer. Three mismatches between the forward primer sequence of Assay_1_N
Assay_1_N′s forward primer. Three mismatches between the forward primer sequence of Assay_1_N
targeting N gene and 358 SARS-CoV-2 genomes were retrieved by SCREENED. Part (A) of the figure
targeting N gene and 358 SARS-CoV-2 genomes were retrieved by SCREENED. Part (A) of the figure
shows the occurrence of these genomes over time since the 25th of
February 2020, and the arrows
shows the occurrence of these genomes over time since the 25th of February 2020, and the arrows
represent their first apparition in each continent according to the color legend in Part B. Ten of the
represent their first apparition in each continent according to the color legend in Part B. Ten of the
358 genomes with the described mismatches were not included in this figure, as their time of collection
358 genomes with the described mismatches were not included in this figure, as their time of
was not available. Part (B) of the figure shows the location where these genomes were collected. One of
collection was not available. Part (B) of the figure shows the location where these genomes were
the 358 genomes with the described mismatches was not included in this figure, as its location was
collected. One of the 358 genomes with the described mismatches was not included in this figure, as
not communicated.
its location was not communicated.

For each of the 30 primers and probe sets tested, SCREENED was also used to perform clustering of
the genomic sequences that are amplified during the RT-qPCR assays. The diversity among amplicons
is presented in Figure 3. For most primers and probe sets, more than 97% of their corresponding
retrieved amplicon sequences could be clustered together in one large cluster of identical amplicons,
except for Assay_1_N, Assay_11_N-1, and Assay_11_N-2, which all three target the N gene for specific
SARS-CoV-2 detection. The sequences amplified by Assay_11_N-1 and Assay_11_N-2 are very similar
and have an overlap of 36 nucleotides with the amplicon sequence of Assay_1_N, meaning that they all
target
a close
the REVIEW
N gene (Table 1). For Assay_1_N, 85% of the Nwww.mdpi.com/journal/ijms
amplicons clustered
Int. J.regions
Mol. Sci.in
2020,
21, x;vicinity
doi: FORin
PEER
together and 14% were contained in a second large cluster consisting of 358 genomes, corresponding
to those showing three substitutions (AAC instead of GGG) in the forward primer sequence described
previously. An even more marked diversity was observed for Assay_11_N-1 and Assay_11_N-2, with,
besides a second large cluster, several additional smaller clusters (Figure 3). Interestingly, despite
showing the largest amplicon diversity, the inclusivity of Assay_11_N-1 and Assay_11_N-2 was
determined to be above 99% (Table 2). After checking the alignments of the representative amplicon
cluster sequences of Assay_11_N-1 and Assay_11_N-2 with their corresponding primers in MEGA X,
this could be explained by the fact that the numerous SNPs responsible for the diversity of the genomic
region targeted by these two assays are located in the center of the amplicon and not in the SYBR Green
primers sequence (data not shown). In contrast to Assay_1_N, Assay_11_N-1, and Assay_11_N-2,
Assay_8_S showed the smallest number of amplicon clusters (5), with more than 99% of the amplicon
sequences contained in one main cluster. The inspection of the alignment of primers and probe of
Assay_8_S with the representative sequences of these clusters indicated that only two mismatches
were detected, one in the probe and one in the reverse primer sequence, each in one cluster containing
only one genome, and no mismatches were detected in the forward primer sequence (data not shown).
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Figure 3. Diversity in the SARS-CoV-2 genomes of the target sequences amplified by the evaluated
Figure 3. Diversity in the SARS-CoV-2 genomes of the target sequences amplified by the evaluated
primer and probe sets. Clustering of the targeted genomic sequences amplified by the 30 evaluated
primer and probe sets. Clustering of the targeted genomic sequences amplified by the 30 evaluated
primers was performed by SCREENED for each of the 12 RT-qPCR assays. The present chart shows
primers was performed by SCREENED for each of the 12 RT-qPCR assays. The present chart shows
the repartition of the amplicons from each genome in their sequence identity clusters (i.e., a set of
the repartition of the amplicons from each genome in their sequence identity clusters (i.e., a set of
targeted amplicons exhibiting exactly the same sequence), illustrating the overall sequence diversity
targeted amplicons exhibiting exactly the same sequence), illustrating the overall sequence diversity
according to the color key on the right of the figure for all primer and probe sets. For the majority
according to the color key on the right of the figure for all primer and probe sets. For the majority of
of the assays, more than 97% of the amplicons were clustered in one large cluster. For Assay_1_N,
the assays, more than 97% of the amplicons were clustered in one large cluster. For Assay_1_N,
Assay_11_N-1, and Assay_11_N-2, a second large cluster containing ~14% of the amplicons emerged.
Assay_11_N-1, and Assay_11_N-2, a second large cluster containing ~14% of the amplicons emerged.
A varying amount of other clusters is present for the different methods, containing however only a
A varying amount of other clusters is present for the different methods, containing however only a
very limited number of amplicons. Note that the y-axis, presenting the percentage of amplicons per
very limited number of amplicons. Note that the y-axis, presenting the percentage of amplicons per
cluster, starts at 75% to allow better the visual interpretation of amplicon diversity, since the first 75%
cluster, starts at 75% to allow better the visual interpretation of amplicon diversity, since the first 75%
always belongs to the first large cluster per primer and probe set.
always belongs to the first large cluster per primer and probe set.

As a complementary approach to the mismatch criteria defined in SCREENED in agreement
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coronaviruses and/or bat coronaviruses, the other sets of the same test targeting the genes RdRp and
S should remain negative, as was also confirmed with SCREENED (Table 4). In this situation, the
2.3. Determination of RT-qPCR Assay Exclusivity
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Finally, it was observed that for Assay_2_RdRp-P2, Assay_10_E, and Assay_12_E, which did not
show an exclusivity of 100%, one to two SNPs were present in the annealing sites of the primers and
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database and ViralZone. Similar to inclusivity testing, 2423 non-SARS-CoV-2 representative unique
genomes were obtained from the CD-HIT clustering, which were complemented with the human
reference genome G1Kv37. These were consequently used as input in SCREENED for the 12 RT-qPCR
tests with identical settings as the inclusivity testing, except for settings for the human genome that
were less strict. The results are summarized in Table 4. For some assays, positive signals were obtained
for genomes belonging to SARS-related coronaviruses and bat coronaviruses. As some primer and
probe sets were intentionally designed to have a broad specificity to other coronaviruses in the context
of a first sample screening (Table 1), the positive detection of these viruses with the corresponding
sets was not counted as a false positive. An exclusivity of 100% was obtained for 26 primers and
probe sets. For the other sets, an exclusivity of above 99% was determined for Assay_2_RdRp-P2 and
Assay_10_N, and above 92% for Assay_10_E and Assay_12_E. Although these assays were expected to
be strictly specific to SARS-CoV-2, they gave a theoretical positive RT-qPCR signal with SARS-related
coronavirus and bat coronavirus. Nevertheless, the interpretation guidelines provided by the authors
who developed Assays_10 (RdRp, S, E, and N) must be considered for the obtained results (Table 1).
Indeed, for this RT-qPCR test, even though the respective primers and probe targeting the E and N genes
can potentially detect SARS-related coronaviruses and/or bat coronaviruses, the other sets of the same
test targeting the genes RdRp and S should remain negative, as was also confirmed with SCREENED
(Table 4). In this situation, the overall final result of this RT-qPCR test will be “inconclusive”, and no
false positive diagnosis will be given. For the human genome, no false positive identification was
found with any of the primers and probe sets tested.
Table 4. Exclusivity evaluation of primers and probe sets using SCREENED with the non-SARS-CoV-2
genome batch 23042020 for all the RT-qPCR tests.
Assay

Target

Genomes Giving a Positive Signal

False Positive Results *

Exclusivity

1
1

ORF1b
N

0
0

0
0

100%
100%

2

RdRp-P1

0

100%

2

RdRp-P2

7

99.75%

2

E

0

100%

2

N

172 SARS-related coronavirus
5 SARS-related coronavirus and
2 unclassified bat coronavirus
179 SARS-related coronavirus and
6 unclassified bat coronavirus
162 SARS-related coronavirus and
5 unclassified bat coronavirus

0

100%

3
3

RdRp-IP2
RdRp-IP4

0
0

100%
100%

3

E

0

100%

4
4

N-1
N-2

0
0

100%
100%

4

N-3

0

100%

5

N

0

100%

6

ORF1b/nsp14

0

100%

6

N

0

100%

7

N

0

0

100%

8
8
8

RdRp/Hel
S
N

0
0
0

0
0
0

100%
100%
100%

9

ORF1a

0

0

100%

0
0
179 SARS-related coronavirus and
6 unclassified bat coronavirus
0
0
13 SARS-related coronavirus and
1 unclassified bat coronavirus
0
170 SARS-related coronavirus and
5 unclassified bat coronavirus
179 SARS-related coronavirus and
5 unclassified bat coronavirus
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Table 4. Cont.
Assay

Target

Genomes Giving a Positive Signal

False Positive Results *

Exclusivity

10
10

RdRP
S

0
0

100%
100%

10

E

186

92.32%

10

N

0
0
181 SARS-related coronavirus and
5 unclassified bat coronavirus
2 SARS-related coronavirus

2

99.92%

11
11
11
11
11
11

N-1
N-2
ORF1a-3
ORF1a-4
S-5
S-6

0
0
2 SARS-related coronavirus
0
0
0

0
0
2
0
0
0

100%
100%
100%
100%
100%
100%

12

E

178 SARS-related coronavirus and
6 unclassified bat coronavirus

184

92.41%

*: SARS-related coronavirus and bat-coronavirus were not counted as false positive results if detected by primer and
probe sets designed to have a broad specificity to other members of the Coronaviridae family (see Table 2). No false
positive results were obtained due to a minimum alignment length lower than 90%.

Finally, it was observed that for Assay_2_RdRp-P2, Assay_10_E, and Assay_12_E, which did not
show an exclusivity of 100%, one to two SNPs were present in the annealing sites of the primers and
probes in the non-SARS-CoV-2 genomes that gave a positive signal in SCREENED. For Assay_10_N,
there was a perfect match between the primers and non-SARS-CoV-2 genomes, leading to a positive
signal (data not shown).
2.4. Evolution of the Inclusivity of Four RT-qPCR Tests after One Month
With the aim of evaluating the stability of the assay’s specificity over time, a second batch of
SARS-CoV-2 genomes (1165), sequenced from samples collected between the 7th of April and the 7th
of May 2020, was downloaded from the GISAID EpiCoV and NCBI Virus databases. After clearing this
dataset from low-quality sequences and the clustering of identical genomes, 968 representative unique
SARS-CoV-2 genomes were obtained. These genomes were then used in SCREENED for the inclusivity
evaluation of Assays_1 (ORF1b and N) and Assays_8 (RdRp/Hel, S, and N) which had demonstrated
the worst and best performance, respectively, when evaluated with the first batch of SARS-CoV-2
genomes (Section 2.2). Assays_2 (RdRp-P1, RdRp-P2, E, and N) and Assays_4 (N-1, N-2, and N-3)
were also evaluated because they are some of the most widely used methods in Europe and the USA,
respectively [28,42] (Table 5). As for the first evaluation (see Section 2.2), Assay_1_N exhibited a low
inclusivity that had moreover decreased from 86.03% in the first batch to 74.54% in the second batch.
Inspection revealed that this low score was again due to three substitutions, and even four in one case,
in the beginning of the forward primer sequence. The other primers and probe sets evaluated with this
more recent dataset all demonstrated a 100% inclusivity, except Assay_2_RdRp-P1, Assay_2_RdRp-P2,
and Assay_8_N, which showed an inclusivity of between 99% and 100%. Interestingly, in a small
number of genomes (4 or less), some new mismatches appeared in the region targeted by Assays_1_N,
Assay_2_RdRp-P1, Assay_2_RdRp-P2, and Assay_8_N, while other mismatches previously detected
during the first evaluation were not present anymore in the region targeted by Assay_1_ORF1b,
Assay_1_N, Assay_2_N, and Assay_8_N. Contrarily, sequence alignment showed that the mismatches
identified in Table 3 for Assay_2_RdRp-P1, Assay_2_RdRp-P2, and Assay_8_RdRp were still present
in all the screened genomes (data not shown).
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Table 5. Inclusivity evolution of the four RT-qPCR assays analyzed with SCREENED using the second batch of SARS-CoV-2 genomes.

Assay

Target

Genomes with Mismatches in the First Five
Nucleotides of the Primer’s 30 End

Genomes with too Many Mismatches in the
Annealing Sites of Primers and Probes

Number *

Modifications **

Number *

Modifications **

False Negative
Results ***

Inclusivity

1
1

ORF1b
N

0
1
4

Fw GGGGAACTTCTCCTGCTAAAAT
Fw GGGGAACTTCTCCTGCTACAAT

0
241
1

Fw AACGAACTTCTCCTGCTAGAAT
Fw AACGAACTTCTCCTTCTAGAAT

0
247

100%
74.54%

2 ****

RdRp-P1

99.79%

E
N

-

2

2
2

0
0
0
0
0
0

99.79%

RdRp-P2

Fw GTGAAATGGTCATGTGTAGCGG
Fw GTGAAATGGTCATGTGTGGTGG
Fw GTGAAATGGTCATGTGTAGCGG
Fw GTGAAATGGTCATGTGTGGTGG
-

2

2 ****

1
1
1
1
0
0

0
0

100%
100%

4
4
4

N-1
N-2
N-3

0
0
0

-

0
0
0

-

0
0
0

100%
100%
100%

8
8
8

RdRp/Hel
S
N

0
0
1

Rv TTGGATCTTTGTCATCCAATTTA

0
0
0

-

0
0
1

100%
100%
99.90%

-: No modifications retrieved by SCREENED. *: Number of genomes exhibiting the type of mismatches investigated. **: Mismatches are indicated in bold in the 50 -30 sequence of forward
primers (Fw), reverse primers (Rv), and probes (Pb). ***: The total number of genomes which did not produce a positive signal for the evaluated primers and probe sets, according to
SCREENED, were determined as false negative results. No false negative results were obtained due to a minimum alignment length lower than 90%. ****: The primers targeting the RdRp
gene for Assay_2_RdRp-P1 and Assay_2_RdRp-P2 are identical, but the probe is different (not indicated in this table).

and 100%. Interestingly, in a small number of genomes (4 or less), some new mismatches appeared
in the region targeted by Assays_1_N, Assay_2_RdRp-P1, Assay_2_RdRp-P2, and Assay_8_N, while
other mismatches previously detected during the first evaluation were not present anymore in the
region targeted by Assay_1_ORF1b, Assay_1_N, Assay_2_N, and Assay_8_N. Contrarily, sequence
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that the mismatches identified in Table 3 for Assay_2_RdRp-P1, Assay_2_RdRpP2, and Assay_8_RdRp were still present in all the screened genomes (data not shown).
Similar to the first inclusivity evaluation, a clustering was performed by SCREENED of the
Similar to the first inclusivity evaluation, a clustering was performed by SCREENED of the
amplicons generated by the primers and probe sets of Assay_1_N, exhibiting the worst inclusivity
amplicons generated by the primers and probe sets of Assay_1_N, exhibiting the worst inclusivity
associated with a large diversity in the targeted sequence, and Assay_8_S, exhibiting the best
associated with a large diversity in the targeted sequence, and Assay_8_S, exhibiting the best inclusivity
inclusivity associated with targeting a highly conserved region (Section 2.2). The diversity in the
associated with targeting a highly conserved region (Section 2.2). The diversity in the targeted
targeted sequences amplified by the corresponding primers was compared between both batches of
sequences amplified by the corresponding primers was compared between both batches of SARS-CoV-2
SARS-CoV-2 genomes. While the total number of amplicon clusters generated for Assay_1_N
genomes. While the total number of amplicon clusters generated for Assay_1_N remained unchanged,
remained unchanged, the percentage of amplicons contained in the second cluster increased. The
the percentage of amplicons contained in the second cluster increased. The region targeted by Assay_8_S
region targeted by Assay_8_S remained, however, highly conserved, with one large cluster
remained, however, highly conserved, with one large cluster containing almost all amplicons (Figure 4).
containing almost all amplicons (Figure 4).
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3. Discussion
When developing pathogen detection methods, such as RT-qPCR tests for SARS-CoV-2, it is of
major importance to properly evaluate, amongst other criteria, the method’s specificity. This evaluation
should be conducted when initially designing the diagnostic test and ideally be repeated periodically
during the course of the pathogen’s spread in the population, especially for rapidly evolving pathogens.
As this type of evaluation is time-intensive in the wet lab, or even infeasible through the absence of a
representative strain collection, a first specificity assessment can be performed in silico with the use of
publicly available whole genome sequencing data and appropriate bioinformatics tools. Now that
thousands of SARS-CoV-2 genomes have been deposited in public repositories, in particular the
GISAID database, the in silico inclusivity and exclusivity of 30 RT-qPCR primers and probe sets were
evaluated in the current study using SCREENED, which allows extracting the number of theoretical
false negative and false positive results from the alignment statistics.
The worst inclusivity was obtained for the primers and probe set of Assay_1_N, developed by the
China CDC, mainly due to three substitutions present at the beginning of the forward primer annealing
site. These substitutions were present in 358 unique genomes obtained mostly from SARS-CoV-2
strains isolated in European countries, as well as in USA/Canada and Australia, between the 25th of
February 2020 and the 30th of March 2020. This indicates that these three mutations appeared probably
at a later stage during the pandemic outside of China, and thus could not have been taken into account
by the China CDC in developing Assay_1_N in January. The same mismatches were retained and
even increased in frequency in new genomes collected between the 7th of April 2020 and the 7th
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of May 2020, indicating that they continue to spread in the viral population. Assay_1_N therefore
does not meet the specific performance criteria elaborated by the EU commission [34], which were
used to define the SCREENED settings in our analysis. The other evaluated primers and probe sets
were more in agreement with these criteria, as their inclusivity was above 99% and only rarely were
some limited mutations detected in primers and probe annealing regions. Interestingly, when the
inclusivity of Assays 1 (ORF1b and N), Assays_2 (RdRp-P1, RdRp-P2, E, and N), Assays_4 (N-1, N-2,
and N-3), and Assays_8 (RdRp/Hel, S, and N) was evaluated again with a new dataset of SARS-CoV-2
genomes downloaded one month after the first one; some of these SNPs were not detected any
more, while few new ones were observed. We hypothesize that these are single events that did not
spread largely, in contrast to the three substitutions present in many genomes isolated in European
countries, USA/Canada, and Australia that increased over time. Concerning the diversity among
the amplicons, the targeted sequences amplified by Assay_1_N, Assay_11_N-1, and Assay_11_N-2
showed a high number of variations in the targeted N locus, contrarily to the sequence amplified
by Assay_8_S in the S locus, in which only a few SNPs were retrieved. These observations match
with the genomic evolution of the virus determined since its first appearance in December 2019
(https://nextstrain.org/ncov/global?d=entropy&p=full, accessed June 24, 2020 [43]). Indeed, the loci
targeted by Assay_1_N, Assay_11_N-1, and Assay_11_N-2 are in regions showing an important
genetic evolution, while the region of the S gene targeted by Assay 8 is highly conserved. The future
development of RT-qPCR assays targeting SARS-CoV-2 should take into account the genetic evolution
of the virus, which is better known now, for the choice of highly conserved loci as targets.
In conclusion, for the inclusivity evaluation, except for Assay_1_N, all assays showed very few
false negative results, in line with the findings of other similar studies [28,35–38]. A limited bias in our
analysis can be due to the fact that genome data are typically generated from samples tested positive
by RT-qPCR, such as the ones investigated in our study, or that sequencing primers identical to those
included in the same diagnostic methods can be used. Nevertheless, the obtained good inclusivity
results are more likely to be linked to the currently generally accepted moderate mutation rate of
SARS-CoV-2, similar to SARS-CoV [22,44], and the fact that the virus has been spreading for only
6 months and is still genetically close to the original strain. However, the mutation rate of the virus
could potentially increase in the future after the introduction of selection pressure induced by vaccines
or treatments, as already demonstrated for other viruses, such as Influenzae [45]. To better appreciate
any bias, it would be beneficial to add to the public databases enough relevant metadata with the exact
information on how the SARS-CoV-2 positive samples were determined (including which RT-qPCR
assay was used, if determined as such), and how the libraries for the WGS of the viral genome were
made, as this information is not always available. For the latter, both open (metatranscriptomics) [22]
as well as targeted approaches (PCR-based) [46–48] have been described in the literature.
As for the exclusivity evaluation, which was not included in some of the previous similar
studies [28,35–38], some SARS-related coronavirus and unclassified bat-coronavirus genomes gave
a positive signal for some primers and probe sets, even though one to two SNPs were sometimes
present in the annealing sites, for which the impact should be investigated in vitro. This positive signal
is not surprising, as a close genomic similarity was observed between the first SARS-CoV and the
bat-coronavirus suspected to be the origin of the COVID-19 zoonosis. Nevertheless, even though
SARS-CoV has currently disappeared in the human population (no new cases since 2004 [49]),
its reemergence remains a possibility, which consequently could result in false-positive SARS-CoV-2
detection with these not fully exclusive RT-qPCR assays. However, except for Assays_2 (RdRp-P1,
RdRp-P2, E, and N) and Assay_12_E, the overall interpretation of assays—i.e., considering also the
results of the other primers and probe set(s) that compose some assays—could avoid an incorrect
diagnosis. Interestingly, for Assay_2_RdRp-P2, similar false-positive results as obtained in our in silico
study were obtained in the wet lab by Chan and colleagues, who detected SARS-CoV when using the
probe P2 targeting the RdRp gene that is considered strictly specific to SARS-CoV-2 [30]. This indicates
that our in silico analysis can be backed up by in vitro data.
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For Assay_2_RdRp-P1, Assay_2_RdRp-P2, Assay_5_N, Assay_8_RdRp, and Assay_10_E,
some point mutations, not considered by the SCREENED criteria because 10% mismatches were
allowed, were surprisingly identified in the totality, or almost the totality, of the screened SARS-CoV-2
genomes. Some of these SNPs, like those in the reverse primer and probe sequences of Assays_2
(RdRp-P1 and RdRp-P2), were deliberately introduced to allow the detection of both SARS-CoV-2 and
other SARS-related coronaviruses, such as SARS-CoV and bat SARS-like coronaviruses. However,
even though a low number of mismatches will not result in a total failure of the PCR reaction, a few
mismatches can still potentially lower the sensitivity of the assay. The sensitivity of Assay_2_RdRp-P2
(Charité) was already demonstrated in the wet lab to be lower than that of other assays investigated in
this study, and it was hypothesized that these SNPs present in almost all SARS-CoV-2 genomes could
be the reason for this [28,30]. As the utmost sensitivity is required for SARS-CoV-2 detection, especially
when the viral load is low depending on the time and nature of the sampling, it might be proposed
to correct such mismatches with the aim to potentially increase the sensitivity of Assay_2_RdRp-P1,
Assay_2_RdRp-P2, Assay_8_RdRp, and Assay_10_E. The SNP present in the reverse primer of
Assay_5_N was already corrected in a revised version of the protocol but has not yet been updated in
the WHO technical guidance [27,41]. Alternatively, to improve the limit of detection of diagnostic tests,
other, although less commonly implemented nucleic acid detection technologies, such as droplet digital
PCR (ddPCR), might be promising [50]. Some ddPCR tests were developed for SARS-CoV-2 detection
and showed a higher sensitivity than RT-qPCR methods, which could be especially interesting for
samples with low viral loads and/or containing RT-qPCR inhibitors [51–53], such as environmental
samples to be used for potential future surveillance strategies [54]. As this technology is based on
nucleic acid detection using specific pairs of primers, it will be interesting to evaluate their in silico
specificity as well in the future.
The RT-qPCR test developed by Corman and colleagues at Charité (Berlin) is the most widely
used in Europe [42,55]. This assay showed an overall good exclusivity, inclusivity, and stability over
time, but the correction of some mismatches present in an abnormally high number of genomes could
improve the sensitivity of this test, as elaborated on above. Considering all the parameters investigated
in our study, the primers and probe set of Assay_8_S developed by Chan and colleagues [30] clearly
showed the best results, taking the current variation of the virus into account. Indeed, this set was
both 100% inclusive and exclusive, and targets a locus in the S gene that appears, until now, to be
highly conserved and stable over time. The diversity in the amplicon sequences was very limited and
remained unchanged when using a new dataset of SARS-CoV-2 genomes collected one month after the
first one, indicating that this locus is a good RT-qPCR target, although this should be re-evaluated
on regular basis. Because of its high specificity and low diversity, Assay_8_S could be used on its
own without requiring another screening or confirmatory assay, even though it is true that the use
of two molecular markers in a RT-qPCR assay is recommended, as it can lower the probability of
incorrect results in case of drifting mutations in one of the targets. Considering this, Assay_8_S could
be combined in one assay with Assay_9_ORF1a developed by Lu and colleagues [3], which also
demonstrated excellent results in terms of specificity and low diversity.
Our current results clearly demonstrate both the usefulness and requirement of in silico specificity
evaluation, which was made possible on a several thousand genomes thanks to SCREENED.
Here, this was performed retrospectively for already-existing RT-qPCR tests, but ideally this is
already actively performed during the design and development of new diagnostic tests. Besides
allowing the assessment of already developed RT-qPCR assays according to criteria proposed by
EU guidelines, our analysis highlights that some virus mutations do have the potential to affect the
sensitivity and specificity of RT-qPCR tests. Evidently, this was an in silico study that cannot account
for the multitude of relevant in vitro parameters that also affect PCR-like reactions, nor can it replace
the crucial process of validation using actual samples. Nevertheless, now that potentially impacting
mismatches have been identified, their effect on the RT-qPCR outcome can be further investigated
in the wet lab. Indeed, it would be interesting to compare for all the assays evaluated in our study
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the actual sensitivity obtained in the wet lab, as was for instance done by Vogels and colleagues [28]
for four RT-qPCR tests, versus the inclusivity/exclusivity we observed with our in silico platform
using several SARS-CoV-2 strains collected at different time points all over the world, including those
with several mutations. Actually, it would be interesting to put effort into the harmonization of the
validation of the SARS-CoV-2 RT-qPCR tests (e.g., reference material to share, performance criteria),
as already initiated by the EU [34], in order to be able to properly compare the performance of the
methods for certain parameters such as sensitivity. Moreover, to determine if new stable mutations will
appear in SARS-CoV-2, potentially impacting the specificity of RT-qPCR tests, an evaluation similar to
what was presented in this study should be conducted regularly and definitely as soon as a vaccine or
treatment is in place, as new data are uploaded to the genomic databases daily.
4. Material and Methods
4.1. Collection of WGS Data
On the 7th of April 2020, a first batch of 3590 SARS-CoV-2 genomes were downloaded
(batch 07042020): 3211 from the GISAID EpiCoV database (https://www.epicov.org, GISAID,
Munich, Germany), 375 (including the reference strain NC_045512.2) from the NCBI Virus database
(https://www.ncbi.nlm.nih.gov/labs/virus/, NCBI, Bethesda, MD, USA), and 4 from the China National
GenBank (CNGB) hCoV-19 database (https://db.cngb.org/datamart/disease/DATAdis19, CNGBdb,
Shenzhen, China). For the EpiCoV GISAID database, the settings “complete genomes” and “exclude low
coverage genomes” were used. Genomes coming from the NCBI Virus database were complete
sequences with “SARS-CoV-2” as the species (taxid: 2697049) and Homo sapiens as the “host” (taxid: 9606).
For the CNGB, all the assemblies in the hCoV-19 database were included and were complete sequences.
On the 23rd of April 2020, a batch of genomes belonging to other members of the Coronaviridae family
(2549 including genomes from SARS-CoV, MERS-CoV, human coronavirus 229E, human coronavirus
HKU1, human coronavirus NL63, batcoronavirus, and coronaviruses from more than 50 other host
species) and to 75 other respiratory viruses (genomes from Adenovirus, Bocavirus, Influenza A(H1N1),
Influenza A(H2N2), Influenza A(H3N2), Influenza A(H5N1), Influenza A(H7N9), Influenza A(H9N2),
Influenza B, Metapneumovirus, Orthopneumovirus, Parainfluenza, and Rhinovirus/Enterovirus) were
downloaded from the NCBI Virus database (only RefSeq data) and from ViralZone (https://viralzone.
expasy.org, Swiss Institute of Bioinformatics, Geneva, Switzerland) (batch 23042020). The human
genome reference Build HumanG1Kv37 provided by the Broad Institute (http://ftp.1000genomes.ebi.ac.
uk/vol1/ftp/technical/reference/human_g1k_v37.fasta.gz, Broad Institute, Cambridge, MA, USA) was
also included.
Finally, on the 7th of May 2020, a second batch of 1065 and 100 SARS-CoV-2 genomes
were downloaded from the GISAID EpiCoV database and the NCBI Virus database, respectively
(batch 07052020). These genomes were sequenced from samples collected after the 7th of April 2020.
No new genomes were downloaded from the CNGB hCoV-19 database because none were added to
this database since the 7th of April.
4.2. Sequence Identity Clustering to Obtain Unique Representative Genomes
Sequence identity clustering was first performed for each batch of viral genomes for two reasons.
Firstly, the genome sequence for the same sample can potentially be deposited in multiple databases
that, however, all use different identifiers that cannot be reconciled. Secondly, the aim was to
not bias the results by employing identical genome sequences multiple times (even if the genome
sequence was obtained from different samples), which could artificially alter the inclusivity and/or
exclusivity of evaluated tests. Consequently, all the downloaded genomes, separately for each of
the three batches, were clustered with CD-HIT-EST (http://weizhong-lab.ucsd.edu/cdhit_suite/cgibin/index.cgi?cmd=cd-hit-est, University of California, San Diego, CA, USA [56]) using a sequence
identity cut-off of 1.0 (other parameters were left at default settings) to group all the genomes with
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identical sequences into one cluster. Only the representative genome of every cluster was retained
for further analysis. Finally, representative genomes of lower quality—i.e., showing more than three
ambiguous nucleotides (such as “N”) in the genomic regions targeted by the evaluated RT-qPCR
assays—were discarded. For batch 23042020, the human genome was not included in this clustering
analysis because only one genome—i.e., the human reference genome—was employed. The final lists
of employed unique representative genomes for batch 07042020, 07052020, and 23042020 are accessible
in Supplementary file S1.
4.3. Settings and Input Files Used in SCREENED
SCREENED v1.0 [39] was employed for evaluating the RT-qPCR tests for each batch of unique
representative genomes. This tool applies a two-step BLAST approach that first extracts, from the
genome to be screened, the genomic region targeted by the RT-qPCR assay, and afterwards investigates
the hybridization properties of the recovered region and the RT-qPCR primers and probe sets.
SCREENED is available as an open-source tool that can be executed through a user-friendly interface
using the Galaxy Workflow Management system [57] incorporated in the public Galaxy @Sciensano
instance (https://galaxy.sciensano.be, Sciensano, Brussels, Belgium), or alternatively that can be
downloaded (https://github.com/BioinformaticsPlatformWIV-ISP/SCREENED, GitHub, San-Francisco,
CA, USA) to be run locally on the Linux command line.
As input, SCREENED requires a FASTA file containing all the genomes to be analyzed. In the
present study, this corresponded to the three representative unique genomes batches obtained as
described in Section 4.2, with one FASTA file per batch. A text file in tab-delimited format containing
the sequences of the primers/probe sets and the reference templates for the targeted genomic region
for every RT-qPCR method is also required [39] (Supplementary file S2). The employed sequences
for primers and probes were taken from their corresponding publications/reports and are listed in
Table 1. Reference templates were obtained by aligning the primer sequences from each RT-qPCR
assay against the reference SARS-CoV-2 genome NC_045512.2 with MEGA X [58] (using MUSCLE and
default settings) and extracting the amplicon sequence located between the two primers (with primer
sequences included), and are listed in Supplementary file S2.
The following settings were used in SCREENED for inclusivity and exclusivity testing. All the
investigated primers and probe sets were considered as resulting in a positive RT-qPCR signal when
analyzing the screened genomes when (i) a maximum 10% mismatches were present in the annealing site
of the screened genome for the primers and probe (irrespective of the alignment length); (ii) a minimum
alignment length of 90% was observed in the annealing site of the screened genome for the primers
and probe (irrespective of the total number of mismatches); and (iii) no single mismatch was present
in the last five nucleotides at the 30 end for the forward and reverse primer [23–26]. The longest
sequence amongst the oligonucleotides investigated in the current study is the forward primer of
Assay_8_S, containing 30 nucleotides (Table 1). For this sequence, three mismatches (10% of 30) are
tolerated for contributing to a theoretical positive signal (if the reverse primer and probe are also
annealing correctly according to the SCREENED criteria). All the other primer and probe sequences
were composed of less than 30 nucleotides so that no more than two mismatches were tolerated.
These settings were selected in SCREENED in compliance with the EU criteria [34] for the performance
evaluation of SARS-CoV-2 detection methods, stating that one to two mismatches can be tolerated
for primers and probes with melting temperatures above 60 ◦ C when used in a RT-qPCR reaction
with an annealing temperature of 55 ◦ C. Except for Assays_1 (ORF1b and N), Assays_10 (RdRp, S, E,
and N), and Assays_11 (N-1, N-2, ORF1a-3, ORF1a-4, S-5, and S-6), for which this information was not
communicated in their protocol, all other assays are performed with an annealing temperature equal
or superior to 55 ◦ C (Table 1). Both the amplicon and fragment extension options in SCREENED were
enabled. Lastly, the clustering option of SCREENED was set to greedy to perform the clustering of all
retrieved amplicons (i.e., the genomic regions targeted by the primers). From the clustered amplicons,
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the unique representative sequences were aligned with their related primers and probe sequences
using MEGA X [58] (using MUSCLE and default settings).
For the human reference genome (batch 23042020), this procedure was adapted as follows.
The input FASTA file contained the different (pseudo)chromosomes present in the HumanG1Kv37
build provided by the Broad Institute. The selection criteria of SCREENED were made less stringent
by enforcing (i) a maximum of 30% allowed mismatches; (ii) a minimum alignment percentage of 70%;
and (iii) allowing two mismatches in the last five bases at the 30 end. This strategy was motivated
by potentially allowing false positive identifications by employing looser settings that could then be
investigated in more detail, but the absence of any positive signal confirmed perfect specificity for the
human genome.
For all RT-qPCR assays using the SYBR Green technology, the above procedure was slightly
adapted by using a mock sequence of 20 A nucleotides as the probe sequence in SCREENED
(Supplementary file S2). Because of this, SCREENED labeled all the genomes as not resulting in a
positive RT-qPCR signal. The detailed output files of SCREENED containing the results for all the
selection criteria detailed above were then employed to filter the genomes for which both the forward
and reverse primers annealed correctly (i.e., without considering the probe results). These filtered
genomes were considered as resulting in a positive signal.
4.4. Determination of the In Silico Analytical Specificity of the Evaluated RT-qPCR Assays
The inclusivity was determined based on the SCREENED results obtained using all SARS-CoV-2
genomes by considering any SARS-CoV-2 genome not resulting in a theoretical RT-qPCR positive
signal as a False Negative result (FN). The percentage of inclusivity for each primers and probe set was
then calculated as follows (Equation (1)):
Inclusivity (%) = (1 −

Number o f FN
) × 100.
Total number o f representative SARS − CoV − 2 genomes

(1)

The exclusivity was determined based on SCREENED results obtained using all non-SARS-CoV-2
genomes by taking into account the recommendations given by the corresponding initial authors for
the interpretation of their RT-qPCR test. Some RT-qPCR assays use primers and probe sets that are
considered strictly specific to SARS-CoV-2, while others have a broader specificity to other Sarbecovirus
species (Table 1). Consequently, if primers and probe sets, intended to have a wider specificity
(see Section 2.1), were positive for other coronaviruses, they were not considered as False Positive
results (FP). However, if the method is intended to be strictly specific to SARS-CoV-2, any theoretical
positive signal against a non-SARS-CoV-2 genome was considered as FP. From this, the percentage
of exclusivity of primers and probe sets targeting SARS-CoV-2 and Sarbecovirus was calculated with
Equations (2) and (3), respectively:
Exclusivity (%) = (1 −

Number o f FP
) × 100,
Total number o f non − SARS − CoV − 2 genomes

(2)

Number o f FP
) × 100.
Total number o f non − Sarbecovirus genomes

(3)

Exclusivity (%) = (1 −

Supplementary Materials: Supplementary materials can be found at http://www.mdpi.com/1422-0067/21/15/
5585/s1.
Author Contributions: Conceptualization, M.G., K.V., N.H.C.R., and S.C.J.D.K.; Data curation, M.G. and K.V.;
Formal analysis, M.G.; Funding acquisition, K.V., P.H., N.H.C.R., and S.C.J.D.K.; Investigation, M.G.; Methodology,
M.G., K.V., N.H.C.R., and S.C.J.D.K.; Project administration, S.C.J.D.K.; Resources, K.V., I.T., S.V.G., and A.C.;
Software, K.V.; Supervision, S.C.J.D.K.; Validation, M.G., K.V., P.H., N.H.C.R., and S.C.J.D.K.; Visualization, M.G.;
Writing—original draft, M.G. and S.C.J.D.K.; Writing—review and editing, M.G., K.V., I.T., S.V.G., A.C., P.H.,
N.H.C.R., and S.C.J.D.K. All authors have read and agreed to the published version of the manuscript.

Int. J. Mol. Sci. 2020, 21, 5585

22 of 25

Funding: This study was financed by Sciensano through COVID-19 special funding.
Acknowledgments: The authors thank Assia Saltykova for her help in the curation of the WGS data used in this
study. The authors gratefully acknowledge the authors from the originating laboratories responsible for obtaining
the specimens; the submitting laboratories where the genetic sequence data were generated and shared via NCBI;
and the GISAID Initiative, on which this research is based.
Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design of the
study; in the collection, analysis, or interpretation of data; in the writing of the manuscript; or in the decision to
publish the results.

References
1.
2.

3.

4.

5.

6.
7.
8.

9.
10.
11.

12.
13.

14.
15.

16.

17.

Singhal, T. A Review of Coronavirus Disease-2019 (COVID-19). Indian J. Pediatr. 2020, 87, 281–286. [CrossRef]
[PubMed]
Menni, C.; Valdes, A.M.; Freidin, M.B.; Sudre, C.H.; Nguyen, L.H.; Drew, D.A.; Ganesh, S.; Varsavsky, T.;
Cardoso, M.J.; El-Sayed Moustafa, J.S.; et al. Real-time tracking of self-reported symptoms to predict potential
COVID-19. Nat. Med. 2020, 26, 1037–1040. [CrossRef] [PubMed]
Lu, R.; Zhao, X.; Li, J.; Niu, P.; Yang, B.; Wu, H.; Wang, W.; Song, H.; Huang, B.; Zhu, N.; et al. Genomic
characterisation and epidemiology of 2019 novel coronavirus: Implications for virus origins and receptor
binding. Lancet 2020, 395, 565–574. [CrossRef]
Zhou, P.; Yang, X.L.; Wang, X.G.; Hu, B.; Zhang, L.; Zhang, W.; Si, H.R.; Zhu, Y.; Li, B.; Huang, C.L.; et al.
A pneumonia outbreak associated with a new coronavirus of probable bat origin. Nature 2020, 579, 270–273.
[CrossRef] [PubMed]
Lau, S.K.P.; Luk, H.K.H.; Wong, A.C.P.; Li, K.S.M.; Zhu, L.; He, Z.; Fung, J.; Chan, T.T.Y.; Fung, K.S.C.;
Woo, P.C.Y. Possible Bat Origin of Severe Acute Respiratory Syndrome Coronavirus 2. Emerg. Infect. Dis. J.
2020, 26, 1542. [CrossRef] [PubMed]
Zhang, T.; Wu, Q.; Zhang, Z. Probable Pangolin Origin of SARS-CoV-2 Associated with the COVID-19
Outbreak. Curr. Biol. 2020, 30, 1346–1351. [CrossRef]
Li, C.; Yang, Y.; Ren, L. Genetic evolution analysis of 2019 novel coronavirus and coronavirus from other
species. Infect. Genet. Evol. 2020, 82, 1–3. [CrossRef]
Chatterjee, P.; Nagi, N.; Agarwal, A.; Das, B.; Banerjee, S.; Sarkar, S.; Gupta, N.; Gangakhedkar, R. The 2019
novel coronavirus disease (COVID-19) pandemic: A review of the current evidence. Indian J. Med. Res.
2020, 151, 147–159. [CrossRef]
COVID-19 Dashboard by the Center for Systems Science and Engineering (CSSE) at Johns Hopkins University
(JHU). Available online: https://coronavirus.jhu.edu/map.html (accessed on 24 June 2020).
Dong, E.; Du, H.; Gardner, L. An interactive web-based dashboard to track COVID-19 in real time.
Lancet Infect. Dis. 2020, 20, 533–534. [CrossRef]
Ren, X.; Liu, Y.; Chen, H.; Liu, W.; Guo, Z.; Zhang, Y.; Chen, C.; Zhou, J.; Xiao, Q.; Jiang, G.-M.; et al.
Application and Optimization of RT-PCR in Diagnosis of SARS-CoV-2 Infection. SSRN Electron. J. 2020.
[CrossRef]
Zhai, P.; Ding, Y.; Wu, X.; Long, J.; Zhong, Y.; Li, Y. The epidemiology, diagnosis and treatment of COVID-19.
Int. J. Antimicrob. Agents 2020, 55, 105955. [CrossRef] [PubMed]
Yang, Y.; Yang, M.; Shen, C.; Wang, F.; Yuan, J.; Li, J.; Zhang, M.; Wang, Z.; Xing, L.; Wei, J.; et al. Evaluating
the accuracy of different respiratory specimens in the laboratory diagnosis and monitoring the viral shedding
of 2019-nCoV infections. MedRxiv 2020. [CrossRef]
Bai, H.; Cai, X.; Zhang, X. Landscape Coronavirus Disease 2019 test (COVID-19 test) in vitro-A comparison
of PCR vs Immunoassay vs Crispr-Based test. OSFpreprints 2020. [CrossRef]
Yong, G.; Yi, Y.; Tuantuan, L.; Xiaowu, W.; Xiuyong, L.; Ang, L.; Mingfeng, H. Evaluation of the auxiliary
diagnosis value of antibodies assays for the detection of novel coronavirus (SARS-Cov-2). MedRxiv 2020.
[CrossRef]
Li, Z.; Yi, Y.; Luo, X.; Xiong, N.; Liu, Y.; Li, S.; Sun, R.; Wang, Y.; Hu, B.; Chen, W.; et al. Development
and clinical application of a rapid IgM-IgG combined antibody test for SARS-CoV-2 infection diagnosis.
J. Med. Virol. 2020. [CrossRef] [PubMed]
Li, X.; Geng, M.; Peng, Y.; Meng, L.; Lu, S. Molecular immune pathogenesis and diagnosis of COVID-19.
J. Pharm. Anal. 2020, 10, 102–108. [CrossRef]

Int. J. Mol. Sci. 2020, 21, 5585

18.

19.
20.

21.
22.

23.

24.
25.
26.
27.

28.

29.

30.

31.

32.

33.
34.

35.
36.
37.

23 of 25

Kucirka, L.M.; Lauer, S.A.; Laeyendecker, O.; Boon, D.; Lessler, J. Variation in False-Negative Rate of
Reverse Transcriptase Polymerase Chain Reaction–Based SARS-CoV-2 Tests by Time Since Exposure.
Ann. Intern. Med. 2020. [CrossRef]
Lippi, G.; Simundic, A.M.; Plebani, M. Potential preanalytical and analytical vulnerabilities in the laboratory
diagnosis of coronavirus disease 2019 (COVID-19). Clin. Chem. Lab. Med. 2020. [CrossRef]
Lescure, F.X.; Bouadma, L.; Nguyen, D.; Parisey, M.; Wicky, P.H.; Behillil, S.; Gaymard, A.;
Bouscambert-Duchamp, M.; Donati, F.; Le Hingrat, Q.; et al. Clinical and virological data of the first
cases of COVID-19 in Europe: A case series. Lancet Infect. Dis. 2020, 2, 697–706. [CrossRef]
Phan, T. Genetic diversity and evolution of SARS-CoV-2. Infect. Genet. Evol. 2020, 81, 104260. [CrossRef]
Shen, Z.; Xiao, Y.; Kang, L.; Ma, W.; Shi, L.; Zhang, L.; Zhou, Z.; Yang, J.; Zhong, J.; Yang, D.; et al. Genomic
diversity of SARS-CoV-2 in Coronavirus Disease 2019 patients. Clin. Infect. Dis. 2020, 71, 713–720. [CrossRef]
[PubMed]
Kwok, S.; Kellogg, D.E.; Mckinney, N.; Spasic, D.; Goda, L.; Levenson, C.; Sninsky, J.J. Effects of
primer-template mismatches on the polymerase chain reaction: Human immunodeficiency virus type
1 model studies. Nucleic Acids Res. 1990, 18, 999–1005. [CrossRef] [PubMed]
Lefever, S.; Pattyn, F.; Hellemans, J.; Vandesompele, J. Single-nucleotide polymorphisms and other mismatches
reduce performance of quantitative PCR assays. Clin. Chem. 2013, 59, 1470–1480. [CrossRef]
Christopherson, C.; Sninsky, J.; Kwok, S. The effects of internal primer-template mismatches on RT-PCR:
HIV-1 model studies. Nucleic Acids Res. 1997, 25, 654–658. [CrossRef] [PubMed]
Whiley, D.M.; Sloots, T.P. Sequence variation in primer targets affects the accuracy of viral quantitative PCR.
J. Clin. Virol. 2005, 34, 104–107. [CrossRef]
WHO Coronavirus Disease (COVID-19) Technical Guidance: Laboratory Testing for 2019-nCoV in Humans.
Available online: https://www.who.int/emergencies/diseases/novel-coronavirus-2019/technical-guidance/
laboratory-guidance (accessed on 30 April 2020).
Vogels, C.B.F.; Brito, A.F.; Wyllie, A.L.; Fauver, J.R.; Ott, I.M.; Kalinich, C.C.; Petrone, M.E.;
Casanovas-Massana, A.; Catherine Muenker, M.; Moore, A.J.; et al. Analytical sensitivity and efficiency
comparisons of SARS-COV-2 qRT-PCR assays. Nat. Microbiol. 2020, 1–7. [CrossRef]
Jung, Y.J.; Park, G.-S.; Moon, J.H.; Ku, K.; Beak, S.-H.; Kim, S.; Park, E.C.; Park, D.; Lee, J.-H.; Byeon, C.W.; et al.
Comparative analysis of primer-probe sets for the laboratory confirmation of SARS-CoV-2. BioRxiv 2020, 5.
[CrossRef]
Chan, J.F.-W.; Yip, C.C.-Y.; To, K.K.-W.; Tang, T.H.-C.; Wong, S.C.-Y.; Leung, K.-H.; Fung, A.Y.-F.; Ng, A.C.-K.;
Zou, Z.; Tsoi, H.-W.; et al. Improved Molecular Diagnosis of COVID-19 by the Novel, Highly Sensitive
and Specific COVID-19-RdRp/Hel Real-Time Reverse Transcription-PCR Assay Validated In Vitro and with
Clinical Specimens. J. Clin. Microbiol. 2020, 58. [CrossRef]
Won, J.; Lee, S.; Park, M.; Kim, T.Y.; Park, M.G.; Choi, B.Y.; Kim, D.; Chang, H.; Kim, V.N.; Lee, C.J.
Development of a Laboratory-safe and Low-cost Detection Protocol for SARS-CoV-2 of the Coronavirus
Disease 2019 (COVID-19). Exp. Neurobiol. 2020, 29, 107. [CrossRef]
Sigma-Aldrich Coronavirus qPCR Design Case Study to Support SARS-CoV-2 Research. Available online:
https://www.sigmaaldrich.com/technical-documents/protocols/biology/ncov-coronavirus.html (accessed on
5 May 2020).
Huang, C.; Wang, Y.; Li, X.; Ren, L.; Zhao, J.; Hu, Y.; Zhang, L.; Fan, G.; Xu, J.; Gu, X.; et al. Clinical features
of patients infected with 2019 novel coronavirus in Wuhan, China. Lancet 2020, 395, 497–506. [CrossRef]
European Commission Current Performance of COVID-19 Test Methods and Devices and Proposed
Performance Criteria. Available online: https://ec.europa.eu/docsroom/documents/40805 (accessed on
24 June 2020).
Khan, K.A.; Cheung, P. Presence of mismatches between diagnostic PCR assays and coronavirus SARS-CoV-2
genome. R. Soc. Open Sci. 2020, 7, 200636. [CrossRef]
Toms, D.; Li, J.; Cai, H.Y. Evaluation of WHO listed COVID-19 qPCR primers and probe in silico with 375
SERS-CoV-2 full genome sequences. MedRxiv 2020. [CrossRef]
Phelan, J.; Deelder, W.; Ward, D.; Campino, S.; Hibberd, M.L.; Clark, T.G. Controlling the SARS-CoV-2
outbreak, insights from large scale whole genome sequences generated across the world. BioRxiv 2020.
[CrossRef]

Int. J. Mol. Sci. 2020, 21, 5585

38.

39.

40.

41.

42.

43.

44.
45.

46.

47.

48.
49.
50.
51.
52.
53.

54.

55.
56.

24 of 25

Holland, M.; Negrón, D.; Mitchell, S.; Dellinger, N.; Ivancich, M.; Barrus, T.; Thomas, S.; Jennings, K.W.;
Goodwin, B.; Sozhamannan, S. BioLaboro: A bioinformatics system for detecting molecular assay signature
erosion and designing new assays in response to emerging and reemerging pathogens. BioRxiv 2020.
[CrossRef]
Vanneste, K.; Garlant, L.; Broeders, S.; Van Gucht, S.; Roosens, N.H. Application of whole genome data for in
silico evaluation of primers and probes routinely employed for the detection of viral species by RT-qPCR
using dengue virus as a case study. BMC Bioinform. 2018, 19, 1–18. [CrossRef]
Broeders, S.; Garlant, L.; Fraiture, M.A.; Vandermassen, E.; Suin, V.; Vanhomwegen, J.; Dupont-Rouzeyrol, M.;
Rousset, D.; Van Gucht, S.; Roosens, N. A new multiplex RT-qPCR method for the simultaneous detection
and discrimination of Zika and chikungunya viruses. Int. J. Infect. Dis. 2020, 92, 160–170. [CrossRef]
Shirato, K.; Nao, N.; Katano, H.; Takayama, I.; Saito, S.; Kato, F.; Katoh, H.; Sakata, M.; Nakatsu, Y.;
Mori, Y.; et al. Development of Genetic Diagnostic Methods for Novel Coronavirus 2019 (nCoV-2019) in
Japan. Jpn. J. Infect. Dis. 2020, 2019. [CrossRef]
Reusken, C.B.E.M.; Broberg, E.K.; Haagmans, B.; Meijer, A.; Corman, V.M.; Papa, A.; Charrel, R.; Drosten, C.;
Koopmans, M.; Leitmeyer, K. Laboratory readiness and response for novel coronavirus (2019-nCoV) in
expert laboratories in 30 EU/EEA countries, January 2020. Eurosurveillance 2020, 25, 1–6. [CrossRef]
Hadfield, J.; Megill, C.; Bell, S.M.; Huddleston, J.; Potter, B.; Callender, C.; Sagulenko, P.; Bedford, T.;
Neher, R.A. NextStrain: Real-time tracking of pathogen evolution. Bioinformatics 2018, 34, 4121–4123.
[CrossRef]
Zhao, Z.; Li, H.; Wu, X.; Zhong, Y.; Zhang, K.; Zhang, Y.-P.; Boerwinkle, E.; Fu, Y.-X. Moderate mutation rate
in the SARS coronavirus genome and its implications. BMC Evol. Biol. 2004, 4, 21. [CrossRef]
Van Poelvoorde, L.A.E.; Saelens, X.; Thomas, I.; Roosens, N.H. Next-Generation Sequencing: An Eye-Opener
for the Surveillance of Antiviral Resistance in Influenza. Trends Biotechnol. 2020, 38, 360–367. [CrossRef]
[PubMed]
Harcourt, J.; Tamin, A.; Lu, X.; Kamili, S.; Sakthivel, S.K.; Murray, J.; Queen, K.; Tao, Y.; Paden, C.R.;
Zhang, J.; et al. Severe Acute Respiratory Syndrome Coronavirus 2 from Patient with 2019 Novel Coronavirus
Disease, United States. Emerg. Infect. Dis. 2020, 26, 1266. [CrossRef] [PubMed]
Sah, R.; Rodriguez-Morales, A.J.; Jha, R.; Chu, D.K.W.; Gu, H.; Peiris, M.; Bastola, A.; Lal, B.K.; Ojha, H.C.;
Rabaan, A.A.; et al. Complete Genome Sequence of a 2019 Novel Coronavirus (SARS-CoV-2) Strain Isolated
in Nepal. Microbiol. Resour. Announc. 2020, 9, e00169-20. [CrossRef] [PubMed]
Paden, C.R.; Tao, Y.; Queen, K.; Zhang, J.; Li, Y.; Uehara, A.; Tong, S. Rapid, sensitive, full genome sequencing
of Severe Acute Respiratory Syndrome Virus Coronavirus 2 (SARS-CoV-2). BioRxiv 2020. [CrossRef]
Centers for Disease Control and Prevention Severe Acute Respiratory Syndrome (SARS). Available online:
https://www.cdc.gov/sars/index.html (accessed on 27 July 2020).
Park, C.; Lee, J.; Hassan, Z.U.; Ku, K.B.; Kim, S.J.; Kim, H.G.; Park, E.C.; Park, G.-S.; Park, D.; Baek, S.-H.; et al.
Robust and sensitive detection of SARS-CoV-2 using PCR based methods. BioRxiv 2020. [CrossRef]
Dong, L.; Zhou, J.; Niu, C.; Wang, Q.; Pan, Y.; Sheng, S.; Wang, X.; Zhang, Y.; Yang, J.; Liu, M.; et al. Highly
accurate and sensitive diagnostic detection of SARS-CoV-2 by digital PCR. MedRxiv 2020. [CrossRef]
Yu, F.; Yan, L.; Wang, N.; Yang, S.; Wang, L.; Tang, Y.; Gao, G.; Wang, S.; Ma, C.; Xie, R.; et al. Quantitative
Detection and Viral Load Analysis of SARS-CoV-2 in Infected Patients. Clin. Infect. Dis. 2020. [CrossRef]
Suo, T.; Liu, X.; Feng, J.; Guo, M.; Hu, W.; Guo, D.; Ullah, H.; Yang, Y.; Zhang, Q.; Wang, X.; et al. ddPCR:
A more sensitive and accurate tool for SARS-CoV-2 detection in low viral load specimens. MedRxiv 2020.
[CrossRef]
Hart, O.E.; Halden, R.U. Computational analysis of SARS-CoV-2/COVID-19 surveillance by wastewater-based
epidemiology locally and globally: Feasibility, economy, opportunities and challenges. Sci. Total Environ.
2020, 730, 138875. [CrossRef]
Corman, V.M.; Landt, O.; Kaiser, M.; Molenkamp, R.; Meijer, A.; Chu, D.K.; Bleicker, T.; Brünink, S.;
Schneider, J.; Luisa Schmidt, M.; et al. Detection of 2019 -nCoV by RT-PCR. Euro Surveill. 2020, 25. [CrossRef]
Huang, Y.; Niu, B.; Gao, Y.; Fu, L.; Li, W. CD-HIT Suite: A web server for clustering and comparing biological
sequences. Bioinformatics 2010, 26, 680–682. [CrossRef] [PubMed]

Int. J. Mol. Sci. 2020, 21, 5585

57.

58.

25 of 25

Afgan, E.; Baker, D.; van den Beek, M.; Blankenberg, D.; Bouvier, D.; Čech, M.; Chilton, J.; Clements, D.;
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