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Introduction
A widespread viral pneumonia epidemic emerged at the end of 2019 in Wuhan, China, caused 
by the severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2).1 Extremely 
transmissible, SARS-CoV-2 had spread rapidly around the world, posing an extraordinary 
threat to global public health. Given the contagious nature of SARS-CoV-2, it was imperative 
to have rapid, sensitive and accurate diagnostic methods to easily detect the virus and reduce 
its spread.2 Screening tests for SARS-CoV-2 infection can be divided into three groups: tests 
to detect the presence of viral ribonucleic acid (RNA) by reverse transcription-polymerase 
chain reaction (RT-PCR) or other amplification techniques, tests to detect viral antigens and 
analyses of antibodies to SARS-CoV-2 antigens.3 Real-time RT-PCR is the method of choice 
for diagnosing current or active infection with SARS-CoV-2.4 In the year 2020, various 
commercially available kits were developed for the detection of SARS-CoV-2 using RT-PCR. 
The spike (S), RNA-dependent RNA polymerase (RdRp), nucleocapsid (N) and envelope (E) 
genes, as well as the functionally important open reading frames 1a and 1b (ORF1ab), are the 
polymerase chain reaction (PCR) targets of the available kits. Most of these kits are multiplexed 
to detect at least two of the above-mentioned genes.5 In Cameroon, several RT-PCR test kits 

Background: New severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) variants 
may affect diagnostic test accuracy.

Aim: To evaluate the performance of two reverse transcription-polymerase chain reaction 
(RT-PCR) assays, DaAn Gene and Cepheid, for detecting Delta and Omicron variants.

Setting: Nasopharyngeal samples were collected in Yaoundé, Cameroon, between October 
2021 and December 2022.

Methods: Nasopharyngeal samples were tested with both assays. Samples with a cycle 
threshold (CT) ≤ 28 were sequenced. Cohen’s kappa coefficient assessed assay agreement.

Results: We compared 294 samples. At CT ≤ 40, DaAn Gene showed a 59.2% (n = 174/294) 
positivity rate versus 57.8% (n = 170/294) for Cepheid (χ2 = 0.695, p = 0.4044). Agreement 
was  95.91% (n = 282/294) with κ = 0.95. DaAn Gene showed a 58.2% (n = 171/294) 
positivity  rate versus 54.4% (n = 160/294) for Cepheid at CT ≤ 37 ( p = 0.5058), with 95.6% 
agreement (κ = 0.95). At CT ≤ 33, DaAn Gene was 56.5% (n = 166/294) positive versus 54.1% 
(n = 159/294) for Cepheid ( p = 0.6187), with 96.93% agreement (κ = 0.938). For 167 samples 
with CT ≤ 28, agreement was 97.0% (κ = 0.97) across variants. These RT-PCR assays effectively 
detected Delta and Omicron variants.

Conclusion: The emergence of Delta and Omicron variants did not significantly impact the 
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Contribution: This study confirms their continued effectiveness in detecting these variants 
in this setting.
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were used to diagnose SARS-CoV-2 infection, including the Abbott RealTime SARS-CoV-2 
targeting RdRp and N genes, the DaAn Gene kit targeting the N and ORF1ab genes and the 
Cepheid assay detecting the N2 region of the SARS-CoV-2-specific nucleocapsid (N) gene and 
the pan-sarbecovirus E gene.

Although the SARS-CoV-2 virus has exhibited considerable genetic diversity globally 
throughout the COVID-19 pandemic, the fundamental characteristics of the strain have 
remained largely consistent to be more understandable.6 Current figures seem to show that 
the SARS-CoV-2 genome acquires variability at a rate close to 9.8 × 10-4 changes per site per 
year.7 The high replication rate, spread and frequency of the virus are correlated with new 
viral variants, and these features depend on mutations in the viral genome. Mutagenesis, 
especially in the S1 subunit of the spike protein, contributes to the virulence, infectious power 
and spread of the virus.8 While changes in the spike gene are the main feature of the variants 
of concern (VOC) and variants of interest (VOI) lineages, the detection of other mutations in 
other parts of the genome requires a more complete examination to measure the possible 
effects on the analytical capabilities of diagnostic tests. Diagnostic tests were designed to 
identify segments of the virus that are, in principle, well conserved. It is therefore crucial to 
continue to evaluate these assumptions by analysing sequences and samples to ensure that 
they remain in phase with viral evolution during the SARS-CoV-2 pandemic waves.9 Since 
viruses continue to evolve, diagnostic tests need to remain effective and detect the increasing 
number of circulating variants.10,11,12 While the design of tests takes viral diversity into 
account, their performance will need to be constantly assessed in the light of the variants 
detected and through molecular surveillance.9,13,14,15 In this study, we evaluated the 
performance of the Cepheid RT-PCR kit and DaAn Gene RT-PCR kit used in routine diagnosis 
in Cameroon to detect the Delta and Omicron variants of SARS-CoV-2. The DaAn Gene RT-
PCR kit was the most used in all laboratories in Cameroon, firstly because of its availability 
and accessibility and secondly because of its ease of use. The evaluation of the DaAn Gene 
RT-PCR kit is crucial because of the genetic variability introduced by the dominant Delta and 
Omicron SARS-CoV-2 variants.16,17 These mutations, can potentially compromise the 
sensitivity of RT-PCR tests, leading to false negatives.18,19,20 Understanding the impact of these 
variants is also essential because their differing transmissibility and severity influence the 
pandemic’s dynamics, requiring effective diagnostic tools. A reliable test such as DaAn Gene 
is vital for accurate and rapid identification of positive cases, aiding public health decisions 
and pandemic management.21,22,23 Therefore, assessing the kit’s performance against Delta 
and Omicron ensures continued accurate and rapid diagnosis amidst the evolving genetic 
landscape of SARS-CoV-2.

Research methods and design
Study design
This was a comparative cross-sectional study of two RT-PCR protocols, DaAn Gene 
(DaAn Gene Co. Ltd. of Sun Yat-sen University, China)24 and Cepheid (Cepheid, France)25 
routinely used for the diagnosis of SARS-CoV-2 in Cameroon. Nasopharyngeal 
samples were tested in pairs using both molecular diagnostic techniques for the detection 
of SARS-CoV-2. Samples that tested positive for cycle threshold (CT) value ≤ 28 were 
subsequently sequenced by Illumina next-generation sequencing (NGS) (iSeq 100) 
Instrument using COVIDSeq kit (Illumina Corp., San Diego, United States [US]).26

Study sites and population
This study was conducted at the Centre for Research on Emerging and Re-emerging Diseases 
(CREMER) in Yaoundé. It focused on nasopharyngeal samples collected between 08 October 
2021 and 16 December 2022 during successive waves of Delta and Omicron variants. Samples 
were collected at the CREMER sampling site and also from sampling sites set up by the 
‘Centre Régional de la Santé Publique (DRSPC)’. These included the district hospitals of 
Nkolndongo, Nkolbisson, the ‘Palais polyvalent et des Sports de Yaoundé (PAPOSY)’ and the 
DRSPC.
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Sample collection and processing
All clinical samples were collected from individuals  
tested for COVID-19 diagnosis in Yaoundé. Briefly, 
nasopharyngeal swabs were collected, by trained personnel, 
in a 1 mL tube containing viral transport medium (Suzhou 
Cellpro Biotechnology Co., Ltd) according to the 
manufacturer’s instructions and under universal biosafety 
measures. The samples were stored between 4 °C and 8 °C 
for 2 h – 5 h and referred to CREMER for laboratory 
processing.

Laboratory procedures at Centre for Research 
on Emerging and Re-emerging Diseases
Nucleic acid extraction, amplification and detection with 
DaAn Gene protocol
For DaAn Gene RT-PCR protocol, nucleic acid was manually 
extracted from 200 μL nasopharyngeal swab using 
the  ‘DNA/RNA purification kit’ as per manufacturer’s 
instructions.24 The amplification and detection were 
performed using the detection kit for 2019 novel coronavirus 
(2019-nCoV) RNA (PCR-Fluorescence Probing) (DaAn 
Gene Co. Ltd., China)24 on the QuantStudio 5 Thermocycler 
(Thermofisher Scientific). The protocol used probes 
targeting the open reading frame (ORF1ab) gene and the 
nucleocapsid (N) protein gene, with a lower limit of 
detection of 500 copies/mL and an amplification reaction 
of  45 cycles as per the manufacturer’s instructions; each 
sample with a CT ≤ 40 was considered positive, while a 
CT > 40 or ‘undetermined’ (no amplification after 45 cycles) 
was considered negative.

Nucleic acid extraction, amplification and detection with 
Cepheid protocol (point of care)
The Cepheid system automates and integrates sample 
preparation, nucleic acid extraction, amplification and 
detection of target sequences in simple or complex samples 
by real-time PCR. We used 300 µL of nasopharyngeal samples 
directly loaded into the Cepheid cartridge and passed 
directly to the GenXpert (automated system).25 Two genes 
were targeted in this protocol (N2 and E genes). The Cepheid 
assay gave positive results when a signal of N2 gene or 
signals of both N2 and E genes had a CT within the valid 
range (CT < 45) and the endpoint above the minimum setting. 
A presumptive positive result was given when only a signal 
of E gene has been detected. Negative results were given 
when none of N2 or E genes were detected.

Whole-genome sequencing, bioinformatics and 
phylogenetic analysis
Full-genome sequencing on the Illumina Platform (iSeq100) 
was performed on all samples confirmed positive by  
RT-quantitative polymerase chain reaction (qPCR) with a CT 
value ≤ 28. The Illumina COVIDSeq assay kit was used 
following the manufacturer’s protocol12 for complementary 
deoxyribonucleic acid (cDNA) synthesis, amplification as 
well as library preparation. The reads assembly and the 
variants and/or lineages assignment were carried out by the 
GeVarLi Pipeline (GeVarLi: GEnome assembly, VARiant 
calling and LIneage assignment).27 Mutation calling was 

carried out using the Coronavirus Resistance Database of 
Stanford University system.28

Statistical analyses
Statistical analyses were performed using IBM® SPSS® 
statistics version 25 software. The concordance of the 
diagnosis tests was evaluated according to Cohen’s kappa (k) 
value, and the logical interpretation of k according to the 
criteria proposed by McHugh in 2012: k = 0.01–0.20 (none 
agreement), k = 0.21–0.39 (minimal agreement), k = 0.40–0.59 
(weak agreement), k = 0.60–0.79 (moderate agreement), 
k = 0.80–0.90 (strong agreement) and k above 0.90 (almost 
perfect agreement).29 The diagnostic concordance was then 
compared according to different CT values (according to the 
manufacturer’s instructions at CT ≤ 40, Cameroon National 
Algorithm at CT ≤ 37 and the threshold for SARS-CoV-2 
transmissibility at CT ≤ 33). We used a chi square test to 
compare the performances of the two assays. Finally, we 
determined diagnostic concordance across variants (Delta 
and Omicron). All p-values < 0.05 were considered statistically 
significant, with a 95% confidence interval (CI).

Ethical considerations
This study benefited from an authorisation for the use of 
Centre for Research on Emerging and Re-emerging 
Diseases (CREMER) data and samples, an authorisation 
from the Ministry of Public Health within the framework 
of an agreement between this Ministry and CREMER for 
the Genomic Surveillance of SARS-CoV-2 (AFROSCREEN 
Project) and an ethical clearance N°2020/05/1218CE/
CNERSH/SP from the ‘Comité National d’Ethique de la 
Recherche pour la Santé Humaine (CNERSH)’.

Results
Description of the selected samples
During our study period between August 2021 and 
December 2022, a total of 19 237 nasopharyngeal samples 
were tested by RT-PCR. The tests performed per month 
ranged from 55 RT-PCR tests in December 2022 to 3225 RT-
PCR tests in December 2021 (Figure 1).

During that period, PCR test positivity rates varied from 
month to month in the city of Yaoundé. They ranged from 
0.0% in May 2022 and November 2022 to 21.0% in December 
2021. During this study, we noted three variations that we 
described as three different waves: firstly, Wave 1 between 
August 2021 and November 2021 with a peak in September 
2021 at 12%; secondly, Wave 2 between December 2021 and 
May 2022 with a peak in December 2021 at 21.0%; thirdly, 
Wave 3 between June 2022 and November 2022 with a peak 
in August 2022 at 7.46% (Figure 2).

In this study, we initially enrolled 315 nasopharyngeal 
samples from suspected SARS-CoV-2 positive individuals 
(Table 1). By strictly applying the criteria for interpreting the 
results of the two protocols (CT ≤ 40 for DaAn Gene and 45 
for Cepheid), we obtained the following results: four samples 
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PCR, polymerase chain reaction.

FIGURE 1: Severe acute respiratory syndrome coronavirus-2 reverse transcription-polymerase chain reaction tests performed per month during the study period.
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FIGURE 2: Positivity rate of severe acute respiratory syndrome coronavirus-2 polymerase chain reaction within the study period.
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presumed positive with Cepheid compared to 17 with DaAn 
Gene test and 294 samples had a clearly defined status 
(positive or negative) by both protocols. There was no 
concordance between the four presumptive positives 
obtained by Cepheid vs DaAn Gene protocols. Among the 
four samples, three were positive and one was negative with 
the DaAn Gene. Similarly, the results of the 17 presumed 
positive samples obtained by the DaAn Gene manual method 
did not agree with the results obtained by the point-of-care 
method, Cepheid protocols. Of the 17 samples, 3  were 
positive and 14 were negative with DaAn Gene method. In 
view of the discrepancy in these results, we excluded the 
21  samples from further analysis. The comparison of these 
two protocols was made only on the 294 samples for which 
the status of their results was clearly qualified as positive or 
negative. Out of the 294 participants enrolled in this study, 
48.6% (n = 143/294) were males, 48.0% (n = 141/294) were 
females and 3.4% (n = 10/294) lacked gender data. Participants 
in this study ranged in age from 5 years to 79 years, with an 
average age of 40.3 years. Participants in the 0–20 years age 
group were the most represented (46.3%), followed by the 
21–40 years age group (35.4%).

Performance of molecular diagnosis tests, 
DaAn Gene and Cepheid for the detection 
of SARS-CoV-2 in Yaoundé
Of the 294 samples selected for the concordance analyses 
between the two protocols with clearly defined status 
(positive or negative) and whose results were returned to 
patients, we studied the concordance for CT values 
harmonised at 40, 37 and 33. At the CT ≤ 40, the DaAn Gene 
SARS-CoV-2 real-time test showed a positivity rate of 59.2% 
(n = 174/294) compared to 55.4% (n = 163/294) for the 
Cepheid test (χ2 = 0.695, p = 0.4044). The overall percentage 
agreement between these two tests was 95.58% (n = 281/294), 
with a Cohen’s kappa value of k = 0.910 (95% CI), indicating 
almost perfect agreement between the two diagnostic 
protocols. If we reduce this positivity threshold to a 
CT  ≤  37  for the two protocols as defined in the national 
algorithm for the diagnosis of SARS-CoV-2 in Cameroon, 
we obtain a positivity rate of 58.2% (n = 171/294) for the 

DaAn Gene protocol compared to 55.1% (n = 162/294) for 
the Cepheid protocol (χ2 = 0.443, p = 0.5058). The overall 
percentage of agreement between the two protocols 
remained similar, at 96.93% (n = 285/294) with a Cohen’s 
kappa value of k = 0.938 indicating almost perfect 
concordance between the two protocols. If we reduce this 
positivity threshold to a CT ≤ 33 corresponding to the limit 
of the transmissible viral load for the two protocols, we 
obtain a positivity rate of 56.5% (n = 166/294) for the DaAn 
Gene protocol compared to 54.1% (n = 159/294) for the 
Cepheid protocol (χ2 = 0.248; p = 0.6187). At a CT threshold 
value of 37, the overall percentage agreement between 
the two protocols remained similar at 96.93% (n = 285/294), 
with a Cohen’s kappa value of k = 0.938 indicating almost 
perfect agreement between them (Table 2).

Concordance between the DaAn Gene and 
Cepheid protocols according to the SARS-CoV-2 
variant detected by complete genome 
sequencing on the Illumina platform
From the 174 samples declared positive by the DaAn Gene 
protocol, we obtained 164 sequences of SARS-CoV-2 full 
genome, including 26.83% (n = 44/164) Delta variants and 
73.17% (n = 120/164) of Omicron variants. The positive 
concordance of the DaAn Gene and Cepheid protocols for 
the  detection of Delta and Omicron variants was 88.6% 
(n  =  39/44) and 97.5% (n = 117/120), respectively. All 44 
Delta variant samples were 100% detected by the DaAn 
Gene kit, while 5 samples were not detected by the Cepheid 
PCR kit. Similarly, all 120 Omicron variant samples were 
detected by the DaAn Gene kit, while 3 Omicron samples 
were not detected by the Cepheid PCR kit (Table 3).

Discussion
Detecting emerging SARS-CoV-2 VOCs early in healthy 
carriers and patients before they spread the virus to others 
can have a major impact on triggering sudden epidemics.30 
Reverse transcription-polymerase chain reaction tests are the 
most widely used for detecting SARS-CoV-2 and COVID-19 

TABLE 1: Reverse transcription-polymerase chain reaction results by DaAn Gene 
and Cepheid.
RT-qPCR assays DaAn Gene

Negative Positive Presumed positive Total

Cepheid
Negative 116 8 14 138
Presumed positive 1 3 0 4
Positive 4 166 3 173
Total 121 177 17 315

TABLE 2: Concordance between the DaAn Gene and Cepheid protocols for the molecular diagnosis of SARS-CoV-2.
CT threshold value Cepheid SARS-CoV-2 molecular diagnostic protocols Cohen’s kappa  

value (k)DaAn Gene Overall % of concordance
% n N % n N % n N

CT positivity rate < 40 55.4 163 294 59.2 174 294 95.58 281 294 0.910
CT positivity rate < 37 55.1 162 294 58.2 171 294 96.93 285 294 0.938
CT positivity rate < 33 54.1 159 294 56.5 166 294 96.93 285 294 0.938

SARS-CoV-2, severe acute respiratory syndrome coronavirus-2; CT, cycle threshold.

TABLE 3: Distribution of results obtained by the DaAn Gene and Cepheid 
polymerase chain reaction techniques depending on the variants detected.
Variant Cepheid positive Cepheid negative Total DaAn Gene

Delta
DaAn Gene positive 39 5 44
DaAn Gene negative 0 0 0
Total Cepheid 39 5 44
Omicron
DaAn Gene positive 117 3 120
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in clinical samples.31,32,33 Polymerase chain reaction techniques 
can detect specific portions of genomic RNA and identify 
SARS-CoV-2 with high sensitivity and specificity.34 Generally, 
the assay is developed from the sequences of the whole 
genome at the time of conception, which means that all the 
target species can be included.34 On the contrary, the rapid 
accumulation of mutations in viral genomes as the population 
increases can lead to signature degradation and failures in 
analysis, resulting in grey areas during a pandemic.35 The 
real-time RT-PCR tests used in the field (point of care), in 
addition to the conventional platform, can contribute to the 
early, sensitive and specific detection of SARS-CoV-2.22

In the present study, we assessed the concordance of a 
conventional assay (DaAn Gene) and an automated ‘Point-of-
Care’ (POC) real-time RT-PCR assay (Cepheid) for the detection 
of the VOC Delta and Omicron of SARS-CoV-2 in  
nasopharyngeal samples. Cepheid, which uses probes targeting 
both the E and N2 genes of SARS-CoV-2, is one of the real-time 
RT-PCR techniques that can detect SARS-CoV-2 in 50 min, with 
detection limits of 100 copies/mL.25 The conventional real-time 
RT-PCR test (DaAn Gene), which serves as the basic technique, 
uses probes targeting the open reading frame gene (ORF1ab) 
and the nucleocapsid protein gene (N), with a lower limit of 
detection of 500 copies/ml.36,37 Polymerase chain reaction assays 
are susceptible to false negatives resulting from mutations that 
weaken primer coupling.37,38,39 In our study comparing these 
two assays during successive waves of Delta and Omicron 
variants, we obtained almost perfect agreement between the 
two protocols for the diagnosis of SARS-CoV-2 by considering 
the manufacturer’s threshold (CT < 40), as well as locally 
adopted (CT < 37) and transmissibility threshold (CT < 33). 
Discordance was observed at high CT values and therefore low 
viral load. Fainguem et al., in their study in 2020, during the first 
wave of the SARS-CoV-2 epidemic in Cameroon, observed a 
high degree of concordance in the detection of SARS-CoV-2 
between automated (Abbott m2000) and manual (DaAn Gene) 
RT-PCR systems at CT values of ≤ 37 and ≤ 35.40 However, they 
pointed out that the difference appeared when the viral load 
was low, highlighting the effectiveness of these tools in limiting 
the spread of SARS-CoV-2 within the community.40 Discordances 
were noted at high CT values, and this omitted detection may 
have not been a factor in the spread of the virus, as infected 
patients who had respiratory samples with CT values above 
33–34 were not contagious. However, caution would be needed 
if the patient was in an early phase after exposure to the virus, 
as their viral load may subsequently increase.41 The threshold 
CT value of ≤ 37 recommended in the national SARS-CoV-2 
screening algorithm seemed to be the golden mean that 
discriminates between patients with a transmissible viral load 
and those who were no longer contagious, in order to avoid 
unnecessary confinement. However, it would be important to 
reduce this value to a threshold CT value of 33, which 
corresponds to the contagiousness threshold of the virus.41 In 
addition, the two protocols detected both Delta and Omicron 
variants. The work published in the journal ‘Nature reports’ on 
the genomic surveillance of SARS-CoV-2 in Cameroon showed 
that the variants circulating during the study period mainly 

included ancestral lineages (74%), followed by the Delta (15%), 
Omicron (6%), Alpha (3%) and Beta (2%) variants between 2020 
and 2022.42

In this work, the DaAn Gene RT-PCR test was used for initial 
diagnosis, and samples with high viral loads were selected for 
sequencing.42 This RT-PCR kit typically targets conserved genes 
such as the N gene and ORF1ab, which makes it potentially 
capable of detecting ancestral lineages as well as VOC.37,39 The 
DaAn Gene test has numerous advantages for POC use in 
Cameroon. Firstly, its high sensitivity with a low detection limit 
(500 copies/mL) is crucial for identifying infections with low 
viral loads, particularly in early or asymptomatic cases. 
Secondly, this test has very good diagnostic reliability because 
by targeting conserved genes, it minimises the risk of false-
negative results because of variant mutations. Furthermore, its 
applicability in resource-limited settings makes it a test that can 
be used in laboratories equipped with standard PCR machines, 
which is compatible with the laboratory network in Cameroon. 
Thirdly, its speed in delivering results, which can be obtained 
quickly within 1  h, facilitates the immediate management of 
positive cases.43,44 However, this test has some drawbacks that 
may limit its use for POC in Cameroon. These factors primarily 
consist of limited infrastructure, especially in certain regions of 
Cameroon that lack access to PCR laboratories, as shown by the 
uneven coverage of genomic surveillance (only 30% of regions 
covered). To this, we can add the high cost of RT-PCR tests, 
which are generally more expensive than rapid antigen tests, 
potentially limiting their accessibility in a context of limited 
financial resources. Finally, the absolute necessity of local 
validation complicates its use for POC. Indeed, although the  
test performs well globally, it requires specific evaluation to 
confirm its ability to effectively detect the Delta and Omicron 
variants in the local context.44,45,46

To conclude this section, we can say that the DaAn Gene 
test presents significant advantages for use in detecting SARS-
CoV-2 variants in Cameroon. However, its effectiveness would 
depend on local validation against the specific mutations of the 
VOC. Improved infrastructure and wider access to PCR 
technologies would be necessary to maximise its utility at the 
point of service. While the two SARS-CoV-2 detection kits 
compared here have been shown to produce similar results, it 
was considered important to take the epidemiological context 
into account when deciding on the diagnostic protocol.

Limitation
The impossibility of acquiring a suitable third reference test, 
which could be the initial RT-PCR test published by Corman 
et al. in 2020 (in the Eurosurveillance journal), which targets 
the RNA-dependent RNA polymerase (RdRp) gene. This 
non-commercial test is known for its high sensitivity, and its 
CT values were calibrated to assess patient infectivity (e.g. 
CT < 32). Comparing the CT values of the two commercial 
assays (DaAn Gene and Cepheid) with this historical PCR 
assay would provide valuable insights into their relative 
performance.
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Conclusion
This study demonstrated that the use of a rapid and sensitive 
real-time RT-PCR platform can help increase screening 
capacity. The possibility of using POC real-time RT-PCR 
platforms in the context of individual screening strategies 
was highlighted, as they can generate data comparable to 
conventional tests in a shorter timeframe. Our data provide 
evidence for the use of different real-time RT-PCR platforms 
for routine detection of SARS-CoV-2 variants and for the 
feasibility of using POC real-time RT-PCR assays in 
laboratories at the local level for efficient and rapid diagnosis 
of  COVID-19. The SARS-CoV-2 diagnostic protocols 
(Cepheid  and DaAn Gene) used routinely in Cameroon have 
shown perfect concordance, both during the wave of Delta 
and Omicron variants. While technically the two methods are 
equivalent, considerations such as the quantity of samples and 
the deadline for results must be taken into account when 
choosing the appropriate test. The results obtained in our 
study suggest that they can be applied to other pathogens.
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