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Introduction

Coronavirus disease 2019 (COVID-19) is a worldwide pan-
demic that has spread to all countries. The first COVID-19 
case was reported in Wuhan, China, in December 2019. The 
first case was identified as a severe acute respiratory syn-
drome coronavirus 2 (SARS-CoV-2) infection and labeled 
“Wuhan-Hu-1” (NC_045512.2).1 Whole genome sequencing 
(WGS) is a technique that can report and characterize viral 
genomes. The Global Initiative on Sharing All Influenza Data 
(GISAID) (https://www.gisaid.org/) assigned the high-
quality genome sequence, WIV04 (EPI_ISL_402124), to use 
as a reference SARS-CoV-2 sequence in several COVID-19 

databases.2,3 Millions of genome sequences were submitted 
to the database for tracking viral transmission and mutation.

Besides surveillance, the viral genome database is impor-
tant for developing diagnostic methods, exploring thera-
peutic drugs, and investigating vaccines. Currently, several 
SARS-CoV-2 databases have been published online and are 
updated in real-time. The World Health Organization (WHO) 
has defined variants as one or more mutations in the viral 
genome that are used to classify the lineage of the SARS-
CoV-2. The Centers for Disease Control and Prevention 
(CDC) and the WHO have classified variants as Variant 
Being Monitored (VBM), Variant of Interest (VOI), Variant of 
Concern (VOC), and Variant of High Consequence (VOHC), 
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Abstract
Coronavirus disease 2019 (COVID-19) is a worldwide pandemic infectious disease 
caused by severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2). World 
Health Organization (WHO) has defined the viral variants of concern (VOC) which 
cause more severe disease, higher transmissibility, and reduced vaccine efficacy. In 
this study, the “Nano COVID-19” workflow based on Oxford nanopore sequencing 
of the full-length spike gene combined with flexible data analysis options was 
developed to identify SARS-CoV-2 VOCs. The primers were designed to cover 
the full-length spike gene and can amplify all VOC strains. The results of VOC 
identification based on phylogenetic analysis of the full-length spike gene were 
comparable to the whole genome sequencing (WGS). Compared to the standard 
VOC identification pipeline, the fast analysis based on Read Assignment, Mapping, 
and Phylogenetic Analysis in Real Time (RAMPART) and the user-friendly method 

based on EPI2ME yielded 89.3% and 97.3% accuracy, respectively. The EPI2ME pipeline is recommended for researchers without 
bioinformatic skills, whereas RAMPART is more suitable for bioinformaticians. This workflow provides a cost-effective, simplified 
pipeline with a rapid turnaround time. Furthermore, it is portable to point-of-care SARS-CoV-2 VOC identification and compatible 
with large-scale analysis. Therefore, “Nano COVID-19” is an alternative viral epidemic screening and transmission tracking workflow.
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Impact Statement

In this study, “Nano COVID-19” was developed 
to amplify the full-length spike gene of all SARS-
CoV-2 variant of concerns (VOCs) for long-read 
nanopore sequencing combined with flexible data 
analysis options. Therefore, this workflow would be 
attractive for large-scale, simple, rapid, and cost-
effective viral epidemic screening and transmission 
tracking of SARS-CoV-2 VOCs. Furthermore, “Nano 
COVID-19” might be applied to detect novel variants 
and mutations in the future.
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depending on the nucleotide variation ratios, the predicted 
effects of the cluster of mutations, the efficacy of medical 
treatments, the severity of the illness, and the capacity for 
disease transmission between individuals. VBM represents 
the variants circulating at low levels, while VOI represent 
the variants associated with particular bindings between 
the virus and host cell receptor affecting the disease sever-
ity, the vaccine efficiency, and the generated host antibody. 
Finally, VOC represent the variants that cause more severe 
disease, higher transmissibility rates, and reduced vaccine 
effectiveness.

Genomic surveillance plays an important role in detect-
ing, monitoring, and predicting the viral pandemic. Viral 
WGS is the gold standard technique for presenting nucle-
otide variants. Several sequencing platforms, including 
Illumina short-read sequencing and Oxford nanopore long-
read sequencing, have been applied to identify and report 
the sequences as rapidly as possible. While the sequences 
acquired from short-read sequencing represent the high-
est accuracy in investigating the nucleotide variants, the 
genome assembly is relatively cumbersome due to the nature 
of short reads. In contrast, the data obtained from long-read 
sequencing generate longer reads, significantly facilitating 
genome assembly.

Nanopore sequencing from Oxford Nanopore 
Technologies (ONT) is becoming popular because it has 
simple library preparation for DNA and RNA, uses portable 
sequencers, and provides data in real-time. The principle 
of the ONT sequencing platform is based on ionic current 
alteration. A single DNA or RNA molecule passing through 
a nanopore embedded in a flow cell creates a unique cur-
rent disruption. Sequencing machines have numerous mod-
els, including a stand-alone sequencer (MinION Mk1C) 
and a computer-controlled sequencer (MinION Mk1B). 
Subsequently, the current profile can be converted to nucle-
otide sequences in real-time using a user-friendly machine 
learning–based program called MinKNOW. ONT is com-
patible with point-of-care (POC) diagnostic techniques, 
which are powerful for rapid microbial identification. For 
SARS-CoV-2 genome sequencing, ONT first developed 
the Midnight RT PCR Expansion (EXP-MRT001; Oxford 
Nanopore Technologies, UK). However, this has now been 
changed to COVID Mini-Maxi combined with ARTIC 
Network to improve primer binding efficiency for emerging 
SARS-CoV-2 strains. The Midnight protocol (EXP-MRT001; 
Oxford Nanopore Technologies) contains 29 pairs of primers 
to generate overlapping amplicons (approximately 1.2 kb) 
covering the viral genome. Combined with the ARTIC net-
work,4 this pipeline provided real-time molecular epide-
miology tracking for outbreak response. Briefly, the ARTIC 
network compared the sequencing data with the database to 
track the distance or similarity of the sequences. The results 
were visualized as reads coverage in the viral genome and 
classified as clade based on Nextclade or lineage based on 
Pango lineage.5

SARS-CoV-2 is a positive-sense single-stranded RNA 
(+ss-RNA) virus classified in the Coronaviridae family and 
Betacoronavirus genus. The viral genome (approximately 
29.9 kb) consists of 14 open reading frames (ORFs) which 
encode for 16 non-structural polyproteins (nsp 1–16) and 4 
structural proteins, including envelope (E), membrane (M), 

nucleoprotein (N), and spike (S). The nucleotide variants 
can occur in several genes; interestingly, major mutations 
have been observed in the spike gene, affecting viral infec-
tivity and host immune response. The spike protein plays an 
important role in binding with the angiotensin-converting 
enzyme 2 (ACE2) receptor on the host cell surface, which is 
the main point for virus adaptation.6,7 Moreover, the spike 
gene is the main region to classify the variants of concern 
that represent the origin of the pandemic, virus transmission, 
and disease severity. This study aims to develop a “Nano 
COVID-19” workflow that provides a cost-effective, sim-
plified pipeline, with a rapid turnaround time and which 
is portable to the POC identification of SARS-CoV-2 VOC, 
based on the Oxford nanopore sequencing of the spike gene.

Materials and methods

Sample collection and processing

Nasal pharyngeal swabs (NP swabs) of patients with SARS-
CoV-2 suspected cases from the Institute for Urban Disease 
Control and Prevention (IUDC), Thailand, were collected 
in VTM media (MP Biomedicals, USA). RNA was extracted 
from 200 µL of NP swab using a magLEAD 12gC instru-
ment with a magLEAD Consumable Kit (Precision System 
Science, Japan), following the manufacturer’s instructions. 
RNA samples were confirmed for SARS-CoV-2 infection 
by Allplex™ 2019-nCoV Assay (Seegene, Korea) based on 
quantitative reverse transcription polymerase chain reac-
tion (qRT-PCR). The 11.5 µL of RNA extracted from SARS-
CoV-2 positive samples were incubated with 5 µM random 
hexamers at 65°C for 5 min. The reverse transcription mix-
tures consisting of 1× reaction buffer, 1 mM deoxynucleo-
side triphosphates (dNTPs), 20 U RiboLock RNase inhibitor 
(Thermo Fisher Scientific, USA), and 100 U RevertAid RT 
(Thermo Fisher Scientific, USA) were added into the premix 
extracted RNA and primer. The reactions were incubated at 
25°C for 10 min, 42°C for 60 min, and then heat-inactivated 
at 70°C for 10 min.

Primer design and synthesis

The genome sequences of SARS-CoV-2 VOI and VOC, 
including Wuhan, Alpha, Beta, Delta, Epsilon, Eta, Gamma, 
Iota, Kappa, Lambda, Mu, Omicron (BA.1, BA.2, BA.2.12.1, 
BA.2.75, BA.3, BA.4, BA.5), and Zeta were classified based 
on the Bacterial and Viral Bioinformatics Resource Center 
(BV-BRC) (https://www.bv-brc.org/) and retrieved from 
the National Center for Biotechnology Information (NCBI) 
database (https://www.ncbi.nlm.nih.gov/). The 20 repre-
sentative sequences (Supplementary Table 1) were multiple 
aligned by BioEdit version 7.0.5.3. Primers for the generation 
of overlapping amplicons (at least 250 bp) were chosen from 
the conserved regions of alignment and covered the spike 
gene of the SARS-CoV-2 genome (Supplementary Figure 1). 
The primers were tailed with a barcode adapter, as summa-
rized in Table 1 and Supplementary Figure 2.

Spike gene amplification

The polymerase chain reaction (PCR) reaction for spike gene 
employed a mixture containing 1 µL of complementary DNA 
(cDNA), 1× Phusion Plus Buffer, 200 µM dNTPs mixed, 1 U 
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of Phusion Plus DNA polymerase (Thermo Fisher Scientific, 
USA), 0.25 µM of each primer (Bionics, Korea), and dieth-
ylpyrocarbonate (DEPC)-treated water to a final volume of 
20 µL. Amplification was performed with the following PCR 
conditions: initial denaturation at 98°C for 30 s, 40 cycles of 
amplification (98°C for 10 s, 60°C for 10 s, 72°C for 2 min), 
and final extension at 72°C for 5 min. The PCR barcoding 
reaction employed a mixture containing 5 µL of amplified 
products, 1× Phusion Plus Buffer, 200 µM dNTPs mixed, 1 U 
of Phusion Plus DNA polymerase (Thermo Fisher Scientific, 
USA), 0.125 µM of each barcode primer from PCR Barcoding 
Expansion 1–96 (EXP-PBC096) kit (Oxford Nanopore 
Technologies, UK), and DEPC-treated water to a final vol-
ume of 100 µL. PCR barcoding was performed with the fol-
lowing PCR conditions: initial denaturation at 98°C for 30 s, 
five cycles of amplification (98°C for 10 s, 60°C for 10 s, 72°C 
for 2 min), and final extension at 72°C for 5 min. The PCR 
product was verified on 1% agarose gel electrophoresis in 
Tris-boric-ethylenediaminetetraacetic acid (TBE) buffer to 
confirm the size of the amplicons (Supplementary Figure 
3) and then purified by the QIAquick PCR Purification kit 
(Qiagen, Germany), following the manufacturer’s protocol. 
DNA libraries with different barcodes were quantified using 
the Qubit dsDNA HS Assay Kit and Qubit 4 fluorometer 
(Thermo Fisher Scientific, USA).

Nanopore sequencing

All DNA libraries were pooled in equimolar concentra-
tion and purified using a 0.5× AMPure XP bead (Beckman 
Coulter, USA). The ONT libraries pool was eluted in 50 µL of 
elution buffer (EB; Qiagen, Germany) and quantified using 
the Qubit dsDNA HS Assay Kit and Qubit 4 fluorometer 
(Thermo Fisher Scientific, USA). According to the manu-
facturer’s instruction, the ONT libraries were end-repaired 
using NEBNext® Companion Module for Oxford Nanopore 
Technologies® Ligation Sequencing (New England BioLabs, 
USA). Briefly, a total of 1 µg ONT libraries were incubated 
with 3.5 µL of NEBNext FFPE DNA Repair Buffer, 2 µL of 
NEBNext FFPE DNA Repair Mix, 3.5 µL of Ultra II End-prep 
reaction buffer, and 3 µL of Ultra II End-prep enzyme mix. 
The end-repaired reaction was incubated at 20°C for 5 min 
and 65°C for 5 min in a thermal cycler. Next, the end-repaired 
library was cleaned up with 1× AMPure XP bead (Beckman 
Coulter, USA) and eluted in 61 µL of nuclease-free water and 
quantified using the Qubit dsDNA HS Assay Kit and Qubit 
4 fluorometer (Thermo Fisher Scientific, USA).

Adapter ligation was performed using the Ligation 
Sequencing Kit (Q20+) (SQK-LSK112; Oxford Nanopore 
Technologies, UK), following the manufacturer’s instruc-
tions. Briefly, 60 µL of the end-repaired library was mixed 
with 25 µL of Ligation Buffer (LNB), 10 µL of NEBNext Quick 
T4 DNA Ligase (New England BioLabs, USA), and 5 µL of 
Adapter Mix H (AMX H) and incubated at room tempera-
ture for 10 min. Then, the adapter-ligated library was cleaned 
up with 0.4× AMPure XP bead (Beckman Coulter, USA) and 
washed twice by Short Fragment Buffer (SFB). The adapter-
ligated library was eluted in 15 µL of EB and quantified using 
the Qubit dsDNA HS Assay Kit and the Qubit 4 fluorometer 
(Thermo Fisher Scientific, USA).

Before sequencing, the flow cell was primed with 800 µL 
of the priming mix in the priming port (30 µL of Flush 
Tether in 1170 µL of Flush Buffer) and incubated at room 
temperature for 5 min. After that, the flow cell was flushed 
with 200 µL of the priming mix in the priming port while 
the SpotON port was open. Finally, the loading library was 
prepared by mixing 37.5 µL of the Sequencing Buffer II (SBII) 
and Loading Bead II (LBII) with 12 µL of DNA Library, which 
was then loaded into the SpotON port of the flow cell R10.4 
version (FLO-MIN112). The MinION Mk1C machine and 
MinKNOW version 5.0.5 (Oxford Nanopore Technologies, 
UK) were used for sequencing with real-time base calling.

SARS-CoV-2 WGS

The cDNA samples were amplified as 6 amplicons (approxi-
mately 5 kb/amplicon) along with the SARS-CoV-2 genome 
and used as a template for secondary PCR to generate 12 
amplicons (approximately 2.3–2.7 kb/amplicon).8 All 12 
amplicons per sample were purified using the QIAquick PCR 
Purification kit (Qiagen, Germany) and pooled as a final 5 µg. 
The samples were quantified, and the DNA concentration 
was adjusted to 3 µg in a final volume of 48 µL. According to 
the manufacturer’s instructions, the ONT libraries were end-
repaired using NEBNext® Companion Module for Oxford 
Nanopore Technologies® Ligation Sequencing (New England 
BioLabs, USA). Briefly, a total of 3 µg of ONT libraries were 
incubated with 3.5 µL of NEBNext FFPE DNA Repair Buffer, 
2 µL of NEBNext FFPE DNA Repair Mix, 3.5 µL of Ultra II End-
prep reaction buffer, and 3 µL of Ultra II End-prep enzyme 
mix. The end-repaired reaction was incubated at 20°C for 
5 min, and then 65°C for 5 min, in a thermal cycler. Next, the 
end-repaired library was cleaned up with 1× AMPure XP 
bead (Beckman Coulter, USA), eluted in 25 µL of nuclease-free 

Table 1. The primer sequences for the SARS-CoV-2 full-length spike gene amplification.

Primer name Nucleotide positiona Nucleotide sequence (5’ → 3’) Product size (bp)

Nano_S_F1 21418–21441 TTTCTGTTGGTGCTGATATTGTATCTCTTCTTAGTAAAGGTAGAC 1194 2083 4077
Nano_S_R1 22589–22611 ACTTGCCTGTCGCTCTATCTTTAGGACAGAATAATCAGCAACAC
Nano_S_F2 22354–22375 TTTCTGTTGGTGCTGATATTGGGAACCATTACAGATGCTGTAG 1147
Nano_S_R2 23478–23500 ACTTGCCTGTCGCTCTATCTTGTATGTCACACTCATATGAGTTG
Nano_S_F3 23219–23239 TTTCTGTTGGTGCTGATATTGACACTACTGATGCTGTCCGTG 1293 2276
Nano_S_R3 24491–24511 ACTTGCCTGTCGCTCTATCTTGAAGTCTGCCTGTGATCAACC
Nano_S_F4 24238–24259 TTTCTGTTGGTGCTGATATTGGTTACACAGAATGTTCTCTATG 1257
Nano_S_R4 25473–25494 ACTTGCCTGTCGCTCTATCTTGAAGTGCAACGCCAACAATAAG

SARS-CoV-2: severe acute respiratory syndrome coronavirus 2.
aNucleotide position based on NC_045512.2; underlined sequence represents the target gene binding sites.
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water, and quantified using the Qubit dsDNA HS Assay Kit 
and Qubit 4 fluorometer (Thermo Fisher Scientific, USA).

Native barcode ligation was performed by Native 
Barcoding Expansion 1–12 (EXP-NBD104) and 13–24 (EXP-
NBD114) (Oxford Nanopore Technologies, UK), following 
the manufacturer’s instructions. First, the end-repaired 
libraries were adjusted to 750 ng/sample with DEPC-treated 
water to a final volume of 22.5 µL and then mixed with 25 µL 
of Blunt/TA Ligase Master Mix (New England BioLabs, 
USA) and 2.5 µL of the different barcodes. The mixtures were 
incubated at room temperature for 10 min, purified with 1× 
AMPure XP bead (Beckman Coulter, USA) and eluted in 
26 µL of nuclease-free water. Each barcoded sample was 
quantified and then pooled in equimolar amounts.

Following the manufacturer’s instructions, an adapter 
ligation was performed by Ligation Sequencing Kit (SQK-
LSK109; Oxford Nanopore Technologies, UK). Briefly, the 
65 µL of the pooled library were mixed with 20 µL of NEBNext 
Quick Ligation Reaction Buffer, 10 µL of NEBNext Quick T4 
DNA Ligase, and 5 µL of Adapter Mix II (AMII) and incubated 
at room temperature for 10 min. Then, the adapter-ligated 
library was cleaned up by 0.5× AMPure XP bead (Beckman 
Coulter, USA) and washed twice by SFB. Finally, the ONT 
libraries were eluted with 15 µL of EB and quantified using the 
Qubit dsDNA HS Assay Kit (Thermo Fisher Scientific, USA).

Data analysis

Fast analysis (Read Assignment, Mapping, and Phylogenetic 
Analysis in Real Time) During the ONT sequencing, the 
FAST5 files from MinION Mk1C were converted to FASTQ 
files using MinKNOW (Oxford Nanopore Technologies) ver-
sion 5.0.5 with a FAST model and Q-score ⩾7. The real-time 
analysis of nanopore sequencing data was performed and 
visualized as coverage of reads across the samples using 
RAMPART (Read Assignment, Mapping, and Phylogenetic 
Analysis in Real Time) software (https://artic.network/ram-
part). After demultiplexing, the passed filter reads were 
mapped with the reference spike gene of the SARS-CoV-2 
Wuhan-Hu-1 strain (NC_045512.2.) and used for matching 
against a custom database consisting of full-length spike 
genes of the 20 representative VOC reference sequences.

User-friendly analysis (EPI2ME) All 20 full-length spike 
genes of representative SARS-CoV-2 VOC reference 
sequences were uploaded into EPI2MEAgent version 3.5.7 
and made the FASTA reference sequence. Next, the FASTQ 
files were uploaded, demultiplexed with PBC096 barcode 
with Q-score ⩾7, and custom aligned with the reference 
sequences. The mapped reads were identified and then 
counted to summarize the dominant strain of each sample.

Standard pipeline and phylogenetic analysis The raw data 
(FAST5 format) were base called by Guppy base caller v6.0.1 
(Oxford Nanopore Technologies) with a super-accuracy 
(SUP) model to generate the FASTQ sequences. The FASTQ 
reads were quality-examined using MinIONQC.9 Then, the 
reads were demultiplexed and adapter-trimmed using 
Porechop v0.2.4 (https://github.com/rrwick/Porechop). 

The statistics of demultiplexed reads was checked using 
seqstats (https://github.com/clwgg/seqstats). The filtered 
reads were subsequently mapped to the spike gene reference 
sequence of SARS-CoV-2 isolate Wuhan-Hu-1 (NC_045512.2) 
using Minimap2.10 The assembled contigs were created 
using bcftools, mpileup, and vcf2fq utilities integrated 
within Samtools.11 Then, the FASTQ draft sequences were 
converted to FASTA consensus sequences using seqtk 
(https://github.com/lh3/seqtk). The full-length spike gene 
of samples was polished using Medaka v1.6.0 (https://
github.com/nanoporetech/medaka) and multiple aligned 
with the 20 representative VOC reference sequences (Sup-
plementary Figure 2) using MAFFT version 7 (https://
mafft.cbrc.jp/alignment/software/).12,13 The phylogenetic 
analysis was performed with the maximum likelihood 
method (1000 bootstrapping replicates) and Tamura 
3-parameter model (Gamma distributed with Invariant sites 
(G + I) rates among sites) using MEGA X.14

Results

Primer design

The representative sequences of all VOCs classified based 
on the BV-BRC were downloaded from the NCBI database. 
Then, the sequences were multiple aligned by BioEdit ver-
sion 7.0.5. All primer sequences (Table 1) were designed to 
complement the conserved region and cover the full-length 
spike gene of the SARS-CoV-2 genome (Supplementary 
Figure 1). All primers have the same melting temperature 
(approximately 64°C) and can be used under the same PCR 
conditions. Hence, any pair of forward and reverse prim-
ers can be used to perform singleplex PCR to generate vari-
ous amplicon sizes (approximately 1.2, 2, and 4 kb). The 
alignments within the primer binding sites showed that the 
primers were conserved against representative SARS-CoV-2 
strains, indicating that these primer sets should effectively 
amplify any strains of SARS-CoV-2 (Supplementary Figure 2).

Spike gene amplification

This study examined the oligonucleotide primers to amplify 
the full-length spike gene of SARS-CoV-2 and validated the 
rapid workflow for VOC identification using the Nanopore 
sequencing platform (Figure 1). In the development phase, 
the full-length spike gene amplification was validated in 
three systems. Option 1: full-length spike gene (4077 bp) was 
amplified using Nano_S_F1/R4. Option 2: the two overlap-
ping amplicons (2083 bp and 2276 bp) were amplified using 
Nano_S_F1/R2 and Nano_S_F3/R4, respectively. In the last 
option, four pairs of primers were designed for amplifying 
overlapping PCR products (approximately 1.2 kb) from clini-
cal samples with low viral titers (Table 1 and Supplementary 
Figure 3). Then, 48 RNA extracted from SARS-CoV-2 posi-
tive nasopharyngeal swab specimens were tested with the 
optimized conditions to evaluate the efficiency of primers. 
First, a 66.67% success rate (32/48 samples) was obtained 
from option 1 to amplify the largest fragment. After that, 
two amplicons were efficiently amplified based on option 2 
with a 91.67% success rate (44/48 samples). The last option 
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yielded a 97.92% success rate (47/48 samples) in generating 
four amplicons (Supplementary Figure 3). Therefore, option 
2 was selected and used for further validation due to long 
amplicon production with an acceptable success rate.

Validation of SARS-CoV-2 VOC identification based 
on spike gene

The PCR products from 48 samples were pooled and 
sequenced via MinION Mk1C to investigate the efficiency 
of identifying SARS-CoV-2 VOC. All 48 samples were suc-
cessfully sequenced to produce approximately 100 K reads 
in 1 h (Table 2). The data based on the SUP model were ana-
lyzed with a standard pipeline and then visualized by the 
phylogenetic tree. WGSs were performed by MinION to con-
firm the results of SARS-CoV-2 VOC based on the full-length 
spike gene. The WGS and the full-length spike gene from 
20 samples were analyzed with the representative reference 
strains of SARS-CoV-2 and constructed phylogenetic trees. 
Phylogenetic analysis revealed that 4 samples belonged to 
the Alpha strain, 1 sample was closely related to the Beta 
strain, and 15 samples were clustered to Delta strains. The 
results suggested that VOC identification based on the full-
length spike gene analyzed by a standard pipeline combined 
with a phylogenetic tree was comparable to the WGS data 
(Figure 2).

Different pipelines for SARS-CoV-2 identification

Next, two data analysis pipelines (RAMPART for rapid 
identification and EPI2ME for user-friendly software) were 
applied and validated for VOC identification from spike gene 

sequencing. Currently, several strains of SARS-CoV-2 have 
been reported, including Omicron sublineage (BA.1, BA.2, 
BA.4, and BA.5) that have highly similar sequences. The 
extracted RNAs from 149 COVID-19 patients (Alpha = 10, 
Delta = 27, Omicron BA.1 = 56, Omicron BA.2 = 24, Omicron 
BA.4 = 12, and Omicron BA.5 = 20) were amplified with the 
full-length spike gene and prepared ONT libraries. The 
FAST5 files were converted into FASTQ files (fast base 
called model) immediately after the sequencing run. For 
rapid identification, RAMPART was performed by inputting 
the real-time base calling FASTQ files. Then, the data were 
demultiplexed, mapped with the representative reference 
sequences (Supplementary Table 1) and the SARS-CoV-2 
VOC was visualized as a heat map graph (data not shown). 
The result of VOC identification based on RAMPART is sum-
marized in Supplementary Table 2

Meanwhile, using the user-friendly “EPI2ME” software, 
exclusively available for ONT users, the FASTQ files obtained 
from 149 samples were demultiplexed, custom-aligned, and 
calculated mapped reads with the representative reference 
sequences (Supplementary Table 1). The SARS-CoV-2 VOC 
was determined by the reference strain with the highest 
number of mapped reads (Supplementary Table 2).

The VOC identification from two different pipelines was 
compared with the standard phylogenetic analysis to cal-
culate the accuracy of SARS-CoV-2 VOC identification. The 
results from RAMPART analysis revealed that 133 from 149 
samples (89.3% accuracy) were correctly identified, while 
EPI2ME software properly classified 145 from 149 samples 
(97.3% accuracy) when compared with the standard phylo-
genetic tree.

Figure 1. Nano COVID-19 workflow. (A) Process from clinical sample collection to nanopore sequencing. (B) Super-accuracy base calling and standard pipeline. (C) 
FAST base calling followed by RAMPART and EPI2ME.

Table 2. Summary of nanopore sequencing results.

Parameters RUN1 RUN2 RUN3 RUN4

Flow cell number FAR84516 FAR83945 FAR84122 FAR84097
Starting pores 1121 1594 1438 1385
Samples/run 48 47 46 32
Reads count 94.59 K 183.58 K 186.3 K 783.35 K
Average reads/sample 772 1239 1252 1706
Average bases/sample 1,812,382 2,685,103 2,572,475 2,777,573
Average length/sample 2909 2190 2055 1633
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Discussion

Currently, the pandemic of COVID-19 is still ongoing around 
the world. Moreover, new variants are still emerging in 
several countries. Normally, WGS is the gold standard for 
characterizing viral mutations. Thus, several SARS-CoV-2 
genome sequences have been deposited in numerous data-
bases. Nevertheless, the major mutations have occurred in 
the spike gene, an important region for VOC classification. 
This study aims to develop the “Nano COVID-19” to identify 
the variants in the spike gene that can be applied to classify 
SARS-CoV-2 strains.

More than 10 variants of SARS-CoV-2 have been reported, 
including Alpha, Beta, Delta, Epsilon, Eta, Gamma, Iota, 
Kappa, Lambda, Mu, Omicron, and Zeta. These new vari-
ants are still ongoing, with the Omicron sublineages repre-
senting the prevalent strains. Therefore, detecting different 
strains of the virus is necessary to study the current out-
break of the virus. In 2020–2021, Alpha, Beta, Delta, and 
Gamma were the major strains of attention. Several stud-
ies have developed methods to distinguish among different 
strains of SARS-CoV-2. Isothermal amplification techniques 
such as Recombinase Polymerase Amplification (RPA),15,16 
Recombinase-Aided Amplification (RAA),17 and Loop-
mediated Isothermal Amplification (LAMP)18 are rapid and 
simple methods that can be used for POC detection. On the 

contrary, there are some limitations of isothermal amplifica-
tion methods, such as the secondary structure of primers 
(longer than 30 bp for RPA and RAA), complicated primer 
design (at least three primer pairs for LAMP), optimized 
primer concentration, suitable incubation temperature, and 
downstream detection method. The assay cannot be used for 
multiplex detection; thus, multiple singleplex reactions may 
possibly lead to cross-reactivity and contamination.

Moreover, PCR-based amplification is the conventional 
method of detecting at the molecular level. For the quan-
titative polymerase chain reaction (qPCR)–based method, 
the simple interpretation method depends on the specific 
primers or probes for SARS-CoV-2 detection. The routine 
qPCR probes specific to the N, E, and Orf1ab genes are the 
gold standard for SARS-CoV-2 diagnosis, which only report 
positive or negative results. Variant-specific primers or 
probes for qPCR assays to screen the SARS-CoV-2 circulat-
ing variants have been reported in several studies.19–22 The 
efficiency of these methods depends on the complementary 
primers and targets, which may not be compatible with new 
emerging strains. Moreover, the qPCR method to classify six 
major VOC (Alpha, Beta, Gamma, Delta, Mu, and Omicron) 
of the SARS-CoV-2 strains and six sublineages (BA.1, BA.2, 
BA.2.275.2, BA.4.6, BA.5, and BQ1.1) of the Omicron strains 
is commercially available. However, several reactions need 
to be performed to specify the viral strain.23

Figure 2. Phylogenetic analysis of SARS-CoV-2 samples compared with 20 representative SARS-CoV-2 VOC sequences (black triangle) based on the maximum 
likelihood method with 1000 bootstraps. (A) Phylogenetic tree constructed by whole genome sequence data. (B) Phylogenetic tree generated from the full-length spike 
gene sequences.
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Furthermore, sequencing technology has been applied 
to identify SARS-CoV-2 VOC detail at the nucleotide vari-
ation level. Ideally, WGS is the best way to characterize the 
viral genome and the mutations. Currently, mutations of 
SARS-CoV-2 are rapidly reported in many epidemic VOCs 
worldwide. WGS is an advanced technique that requires a 
high-cost instrument, experienced researchers, and complex 
bioinformatic analysis. Therefore, targeted sequencing is an 
alternative way to combine with VOC variable region enrich-
ment using conventional PCR. Moreover, the sequencing has 
been adapted to explore more details that might be misiden-
tified using the PCR or qPCR method.

RNA extracted from clinical samples was used as starting 
material for Nano COVID-19. Hence, clinical samples such 
as NP swabs and saliva can be used for Nano COVID-19 
testing. From preliminary results tested with a small size of 
saliva samples (data not shown), the VOCs of SARS-CoV-2 
can be identified by Nano COVID-19. However, mucous 
saliva samples can be difficult to extract. In addition, saliva 
contains RNases and various reverse transcriptase and poly-
merase inhibitors, resulting in fragmented RNA and poor 
amplification in subsequent steps.

The evidence of co-infection between 2 VOCs of SARS-
CoV-2 has been reported, such as Alpha/Epsilon,24 Beta/
Delta,25,26 Gamma/Delta,27 and Delta/Omicron.28–30 
Previous studies reported the PCR combined with Sanger’s 
sequencing to identify the variations in the viral genes.31,32 
The limitations of first-generation sequencing are a single 
fragment sequencing with approximately 1 kb in length 
and the inability to identify co-infections with more than 
two strains. Based on the ARTIC protocol, 14 pairs of 
primer were used for amplifying the spike gene of SARS-
CoV-2 to generate amplicons (approximately 400 bp), fol-
lowed by the short-read Illumina sequencing platform.33,34 
Nonetheless, the second-generation sequencing is limited in 
terms of incorrect assembly in co-infected samples. In con-
trast, third-generation single-molecule sequencing based 
on ONT provides multiple long-read nucleotide sequences 
with simple library preparation, rapid sequencing and real-
time analysis. Therefore, the ONT has been applied to viral 
genome characterizations such as Ebola, 35 Zika,36 Herpes 
simplex,37 and Poliovirus.38 However, sequence accuracy 
and base calling in the homopolymers are the main con-
cerns for ONT. The newly released nanopore sequencing 
Q20+ kit (LSK-112) and flow cell R10.4 (FLO-MIN-112) have 
significantly improved the sequence accuracy over the pre-
vious sequencing kit (LSK-109) and flow cell R9.4.1 (FLO-
MIN-106D). The updated flow cell (R10.4) version contains 
double detectors compared to the single detector in the pre-
vious flow cell (R9.4.1) version.39 The SARS-CoV-2 whole 
genome study reported that the flow cell R10.4 improved 
the sequence accuracy to 98.34% and did not require a short-
read sequence to confirm the viral genome sequence.40 In 
this study, the Q20+ kit and flow cell R10.4 version were 
used for sequencing to provide highly accurate data to iden-
tify SARS-CoV-2 VOC and Omicron sublineages which are 
different at the nucleotide level. In this study, Nano COVID-
19 was developed as a simple workflow approach (Figure 
1), both cost-effective and suitable for large-scale analy-
sis (up to 384 barcodes). Furthermore, the primers were 

incorporated with the conserved region of the viral genome; 
thus, all strains of SARS-CoV-2 were amplified and identi-
fied from the clustering nucleotide reads. Hence, the nucleo-
tide sequences of each strain or co-infected strains can be 
detected and analyzed by Nano COVID-19 with RAMPART 
and EPI2ME pipelines as shown in Supplementary Figure 
2, and this is particularly attractive for viral transmission 
tracking and epidemiology studies.

This study provided three alternative analysis pipelines 
suitable for various bioinformatic knowledge. For general 
users, Guppy base caller plugged in with the MinKNOW 
program can be used to convert fast5 to fastq files. Then, the 
EPI2ME pipeline was recommended for subsequent analy-
sis. For bioinformatic experts, Guppy base caller can be 
installed in a Linux environment and used for fast (FAST), 
high (HAC), or super accuracy (SUP) base calling. After 
that, RAMPART, a command line–based program, can be 
used to analyze and visualize gene coverage and variants 
of concern. Alternatively, the standard pipeline offers flex-
ibility for programs used in variance calling and phyloge-
netic analysis. The system requirements and analysis time 
from three pipelines were summarized in Supplementary 
Table 3.

In addition, the base calling model based on machine 
learning has improved and contains options including FAST, 
HAC, and SUP base calling models. The base calling model 
should be selected depending on the scenario. In the case of 
rapid identification, the FAST base calling model is suitable 
for real-time sequencing analysis combined with a custom 
pipeline to identify the VOC of SARS-CoV-2. On the con-
trary, the SUP base calling model takes longer time but is 
ideal for mutation analysis.

Several SARS-CoV-2 sublineages of the Omicron strain 
have been reported worldwide, including XBB.1 (first iso-
lated in Singapore) and BQ.1 (first isolated in the United 
States). After the viral whole genome data were character-
ized and submitted in GISAID, the sequences were in silico 
analyzed to evaluate the Nano COVID-19 primer efficiency. 
The multiple alignments represent that the primers in this 
study can amplify the recent sublineage of the Omicron 
strain (data not shown).

In summary, Nano COVID-19 was developed to amplify 
the full-length spike gene of all SARS-CoV-2 VOCs combined 
with flexible data analysis options to rapidly identify VOCs 
or accurately determine mutations. Furthermore, this pipe-
line is compatible with large-scale screening and is low cost 
per sample. The long-read full-length spike gene acquired 
from ONT is suitable for easy VOC identification and nucle-
otide variant investigation. Therefore, “Nano COVID-19” 
is an alternative viral epidemic screening and transmission 
tracking platform.

AuThORS’ CONTRIbuTIONS

SP conceived the study design, coordinated the project, and 
suggested manuscript preparation. PN conducted the labora-
tory experiments, interpreted the results, and drafted the manu-
script. PN, VS, and PK carried out data analysis and illustrations. 
JP and YP provided the clinical samples. PN, PK, YP, and SP 
revised the manuscript. All authors reviewed and approved the 
final version of this article.



1848  Experimental Biology and Medicine  Volume 248  October 2023

ACKNOWleDGeMeNTS

The authors express their gratitude to thank the staff of the 
Center of Excellence in Clinical Virology, Faculty of Medicine, 
Chulalongkorn University; King Chulalongkorn Memorial 
Hospital; and the Institute for Urban Disease Control and 
Prevention (IUDC), Thailand, for assistance with specimen 
collections.

DeClARATION OF CONFlICTING INTeReSTS

The author(s) declared no potential conflicts of interest with 
respect to the research, authorship, and/or publication of this 
article.

FuNDING

The author(s) disclosed receipt of the following financial sup-
port for the research, authorship, and/or publication of this 
article: This research was supported by funding from the 
Research Grants for Talented Mid-Career Researchers, The 
National Research Council of Thailand (NRCT) (N41A640077); 
The Ratchadapiseksompotch Fund (RA-MF-26/66), Faculty of 
Medicine, Chulalongkorn University; Ratchadapisek sompoch 
Fund Chulalongkorn University (RCU_H_64_011_30); MK 
Restaurant Group x Aunt Thongkam Foundation; BJC Big C 
Foundation; and the Innovation Fund to fight against COVID-
19 (Taejai).

eThICAl APPROVAl

This study was approved by the Institutional Review Board of 
the Faculty of Medicine, Chulalongkorn University (IRB no. 
301/63 and 302/63).

ORCID ID

Sunchai Payungporn  https://orcid.org/0000-0003-2668-110X

SuPPleMeNTAl MATeRIAl

Supplemental material for this article is available online.

ReFeReNCeS

 1. Wu F, Zhao S, Yu B, Chen YM, Wang W, Song ZG, Hu Y, Tao ZW, Tian 
JH, Pei YY, Yuan ML, Zhang YL, Dai FH, Liu Y, Wang QM, Zheng 
JJ, Xu L, Holmes EC, Zhang YZ. A new coronavirus associated with 
human respiratory disease in China. Nature 2020;579:265–9

 2. Zhou P, Yang XL, Wang XG, Hu B, Zhang L, Zhang W, Si HR, Zhu Y, 
Li B, Huang CL, Chen HD, Chen J, Luo Y, Guo H, Jiang RD, Liu MQ, 
Chen Y, Shen XR, Wang X, Zheng XS, Zhao K, Chen QJ, Deng F, Liu 
LL, Yan B, Zhan FX, Wang YY, Xiao GF, Shi ZL. A pneumonia out-
break associated with a new coronavirus of probable bat origin. Nature 
2020;579:270–3

 3. Okada P, Buathong R, Phuygun S, Thanadachakul T, Parnmen S, 
Wongboot W, Waicharoen S, Wacharapluesadee S, Uttayamakul S, 
Vachiraphan A, Chittaganpitch M, Mekha N, Janejai N, Iamsiritha-
worn S, Lee RT, Maurer-Stroh S. Early transmission patterns of corona-
virus disease 2019 (COVID-19) in travellers from Wuhan to Thailand, 
January 2020. Euro Surveill 2020;25:2000097

 4. Lambisia AW, Mohammed KS, Makori TO, Ndwiga L, Mburu MW, 
Morobe JM, Moraa EO, Musyoki J, Murunga N, Mwangi JN, Nokes 
DJ, Agoti CN, Ochola-Oyier LI, Githinji G. Optimization of the SARS-
CoV-2 ARTIC network V4 primers and whole genome sequencing pro-
tocol. Front Med (Lausanne) 2022;9:836728

 5. O’Toole Á, Scher E, Underwood A, Jackson B, Hill V, McCrone JT, 
Colquhoun R, Ruis C, Abu-Dahab K, Taylor B, Yeats C, du Plessis L, 

Maloney D, Medd N, Attwood SW, Aanensen DM, Holmes EC, Pybus 
OG, Rambaut A. Assignment of epidemiological lineages in an emerg-
ing pandemic using the pangolin tool. Virus Evol 2021;7:veab064

 6. Mousavizadeh L, Ghasemi S. Genotype and phenotype of COVID-19: 
their roles in pathogenesis. J Microbiol Immunol Infect 2021;54:159–63

 7. Lino A, Cardoso MA, Martins-Lopes P, Gonçalves HMR. Omicron – 
the new SARS-CoV-2 challenge? Rev Med Virol 2022;32:e2358

 8. Castillo AE, Parra B, Tapia P, Acevedo A, Lagos J, Andrade W, Arata 
L, Leal G, Barra G, Tambley C, Tognarelli J, Bustos P, Ulloa S, Fasce R, 
Fernández J. Phylogenetic analysis of the first four SARS-CoV-2 cases 
in Chile. J Med Virol 2020;92:1562–6

 9. Lanfear R, Schalamun M, Kainer D, Wang W, Schwessinger B. Min-
IONQC: fast and simple quality control for MinION sequencing data. 
Bioinformatics 2019;35:523–5

 10. Li H. Minimap2: pairwise alignment for nucleotide sequences. Bioinfor-
matics 2018;34:3094–100

 11. Danecek P, Bonfield JK, Liddle J, Marshall J, Ohan V, Pollard MO, 
Whitwham A, Keane T, McCarthy SA, Davies RM, Li H. Twelve years 
of SAMtools and BCFtools. Gigascience 2021;10:giab008

 12. Katoh K, Rozewicki J, Yamada KD. MAFFT online service: multiple 
sequence alignment, interactive sequence choice and visualization. 
Brief Bioinform 2019;20:1160–6

 13. Kuraku S, Zmasek CM, Nishimura O, Katoh K. aLeaves facilitates 
on-demand exploration of metazoan gene family trees on MAFFT 
sequence alignment server with enhanced interactivity. Nucleic Acids 
Res 2013;41:W22–8

 14. Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: molecular 
evolutionary genetics analysis across computing platforms. Mol Biol 
Evol 2018;35:1547–49

 15. Yang J, Barua N, Rahman MN, Li C, Lo N, Yeong KY, Tsang TF, Yang 
X, Cheung YY, Tsang AKL, Chan RCW, Leung EC, Chan PKS, Ip M. 
Rapid SARS-CoV-2 variants enzymatic detection (SAVED) by CRISPR-
Cas12a. Microbiol Spectr 2022;10:e0326022

 16. Patchsung M, Homchan A, Aphicho K, Suraritdechachai S, Wanitcha-
non T, Pattama A, Sappakhaw K, Meesawat P, Wongsatit T, Athipan-
yasilp A, Jantarug K, Athipanyasilp N, Buahom J, Visanpattanasin S, 
Niljianskul N, Chaiyen P, Tinikul R, Wichukchinda N, Mahasirimon-
gkol S, Sirijatuphat R, Angkasekwinai N, Crone MA, Freemont PS, 
Joung J, Ladha A, Abudayyeh O, Gootenberg J, Zhang F, Chewapre-
echa C, Chanarat S, Horthongkham N, Pakotiprapha D, Uttamapinant 
C. A multiplexed Cas13-based assay with point-of-care attributes for 
simultaneous COVID-19 diagnosis and variant surveillance. CRISPR J 
2022;6:99–115

 17. Lin H, Liang Y, Zou L, Li B, Zhao J, Wang H, Sun J, Deng X, Tang 
S. Combination of isothermal recombinase-aided amplification and 
CRISPR-Cas12a-mediated assay for rapid detection of major severe 
acute respiratory syndrome coronavirus 2 variants of concern. Front 
Microbiol 2022;13:945133

 18. Warneford-Thomson R, Shah PP, Lundgren P, Lerner J, Morgan J, 
Davila A, Abella BS, Zaret K, Schug J, Jain R, Thaiss CA, Bonasio R. 
A LAMP sequencing approach for high-throughput co-detection of 
SARS-CoV-2 and influenza virus in human saliva. Elife 2022;11:e69949

 19. Brito-Mutunayagam S, Maloney D, McAllister G, Dewar R, McHugh 
M, Templeton K. Rapid detection of SARS-CoV-2 variants using allele-
specific PCR. J Virol Methods 2022;303:114497

 20. Ayadi W, Taktak A, Gargouri S, Smaoui F, Chtourou A, Skouri-
Gargouri H, Derbel R, Sassi AH, Gargouri A, Hammami A, Karray-
Hakim H, Mokdad-Gargouri R, Fki-Berrajah L. Development of a 
simple genotyping method based on indel mutations to rapidly screen 
SARS-CoV-2 circulating variants: Delta, Omicron BA. J Virol Methods 
2022;307:114570

 21. Lee WL, Armas F, Guarneri F, Gu X, Formenti N, Wu F, Chandra F, 
Parisio G, Chen H, Xiao A, Romeo C, Scali F, Tonni M, Leifels M, Chua 
FJD, Kwok GW, Tay JY, Pasquali P, Thompson J, Alborali GL, Alm EJ. 
Rapid displacement of SARS-CoV-2 variant Delta by Omicron revealed 
by allele-specific PCR in wastewater. Water Res 2022;221:118809

 22. Nörz D, Grunwald M, Tang HT, Weinschenk C, Günther T, Robitaille 
A, Giersch K, Fischer N, Grundhoff A, Aepfelbacher M, Pfefferle 



Nimsamer et al.  Nanopore sequencing identify SARS-CoV-2 VOC  1849

S, Lütgehetmann M. Clinical evaluation of a fully-automated high-
throughput multiplex screening-assay to detect and differentiate the 
SARS-CoV-2 B.1.1.529 (Omicron) and B.1.617.2 (Delta) lineage vari-
ants. Viruses 2022;14:608

 23. Sit BHM, Po KHL, Cheung YY, Tsang AKL, Leung PKL, Zheng J, 
Lam AYT, Lam ETK, Ng KHL, Chan RCW. Detection of SARS-CoV-2 
VOC-Omicron using commercial sample-to-answer real-time RT-
PCR platforms and melting curve-based SNP assays. J Clin Virol Plus 
2022;2:100091

 24. Wertheim JO, Wang JC, Leelawong M, Martin DP, Havens JL, Chow-
dhury MA, Pekar JE, Amin H, Arroyo A, Awandare GA, Chow HY, 
Gonzalez E, Luoma E, Morang’a CM, Nekrutenko A, Shank SD, Sil-
ver S, Quashie PK, Rakeman JL, Ruiz V, Torian LV, Vasylyeva TI, 
Kosakovsky Pond SL, Hughes S. Detection of SARS-CoV-2 intra-host 
recombination during superinfection with Alpha and Epsilon variants 
in New York City. Nat Commun 2022;13:3645

 25. Hosch S, Mpina M, Nyakurungu E, Borico NS, Obama TMA, Ovona 
MC, Wagner P, Rubin SE, Vickos U, Milang DVN, Ayekaba MO, Phiri 
WP, Daubenberger CA, Schindler T. Genomic surveillance enables the 
identification of co-infections with multiple SARS-CoV-2 lineages in 
equatorial guinea. Front Public Health 2022;9:818401

 26. He Y, Ma W, Dang S, Chen L, Zhang R, Mei S, Wei X, Lv Q, Peng B, 
Chen J, Kong D, Sun Y, Tang X, Wu W, Chen Z, Li S, Wan J, Zou X, Li M, 
Feng T, Ren L, Wang J. Possible recombination between two variants of 
concern in a COVID-19 patient. Emerg Microbes Infect 2022;11:552–5

 27. Francisco Junior RDS, de Almeida LGP, Lamarca AP, Cavalcante L, 
Martins Y, Gerber AL, Guimarães APC, Salviano RB, Dos Santos FL, 
de Oliveira TH, de Souza IV, de Carvalho EM, Ribeiro MS, Carvalho 
S, da Silva FD, Garcia MHO, de Souza LM, da Silva CG, Ribeiro CLP, 
Cavalcanti AC, de Mello CMB, Tanuri A, Vasconcelos ATR. Emer-
gence of within-host SARS-CoV-2 recombinant genome after coinfec-
tion by gamma and Delta variants: a case report. Front Public Health 
2022;10:849978

 28. Combes P, Bisseux M, Bal A, Marin P, Latour J, Archimbaud C, Brebion 
A, Chabrolles H, Regagnon C, Lafolie J, Destras G, Simon B, Izopet 
J, Laurence Josset, Henquell C, Mirand A. Evidence of co-infections 
during Delta and Omicron SARS-CoV-2 variants co-circulation 
through prospective screening and sequencing. Clin Microbiol Infect 
2022;28:1503.e5–e8

 29. Abroi A, Gerst Talas U, Pauskar M, Shablinskaja A, Reisberg T, Niglas 
H, Päll T, Nelis M, Tagen I, Soodla P, Lutsar I, Huik K. SARS-CoV-2 
dual infection with Delta and Omicron variants in an immunocompe-
tent host: a case report. Int J Infect Dis 2022;124:41–4

 30. Zannoli S, Brandolini M, Marino MM, Denicolò A, Mancini A, Tad-
dei F, Arfilli V, Manera M, Gatti G, Battisti A, Grumiro L, Scalcione 
A, Dirani G, Sambri V. SARS-CoV-2 co-infection in immunocompro-
mised host leads to generation of recombinant strain. Int J Infect Dis 
2023;131:65–70

 31. Goes LR, Siqueira JD, Garrido MM, Alves BM, Pereira ACPM, Cicala 
C, Arthos J, Viola JPB, Soares MA, INCA COVID-19 Task Force. New 
infections by SARS-CoV-2 variants of concern after natural infec-
tions and post-vaccination in Rio de Janeiro, Brazil. Infect Genet Evol 
2021;94:104998

 32. Matsubara M, Imaizumi Y, Fujikawa T, Ishige T, Nishimura M, 
Miyabe A, Murata S, Kawasaki K, Taniguchi T, Igari H, Matsu-
shita K. Tracking SARS-CoV-2 variants by entire S-gene analysis 
using long-range RT-PCR and Sanger sequencing. Clin Chim Acta 
2022;530:94–8

 33. Castañeda-Mogollón D, Kamaliddin C, Fine L, Oberding LK, Pillai DR. 
SARS-CoV-2 variant detection with ADSSpike. Diagn Microbiol Infect 
Dis 2022;102:115606

 34. Kotov I, Saenko V, Borisova N, Kolesnikov A, Kondrasheva L, Tiva-
nova E, Khafizov K, Akimkin V. Effective approaches to study the 
genetic variability of SARS-CoV-2. Viruses 2022;14:1855

 35. Hoenen T. Sequencing of Ebola virus genomes using Nanopore tech-
nology. Bio Protoc 2016;6:e1998

 36. Quick J, Grubaugh ND, Pullan ST, Claro IM, Smith AD, Gangavarapu 
K, Oliveira G, Robles-Sikisaka R, Rogers TF, Beutler NA, Burton DR, 
Lewis-Ximenez LL, de Jesus JG, Giovanetti M, Hill SC, Black A, Bed-
ford T, Carroll MW, Nunes M, Alcantara LC Jr, Sabino EC, Baylis SA, 
Faria NR, Loose M, Simpson JT, Pybus OG, Andersen KG, Loman NJ. 
Multiplex PCR method for MinION and Illumina sequencing of Zika 
and other virus genomes directly from clinical samples. Nat Protoc 
2017;12:1261–76

 37. Saranathan R, Asare E, Leung L, de Oliveira AP, Kaugars KE, Mulhol-
land CV, Lukose R, Berney M, Jacobs WR Jr. Capturing structural vari-
ants of herpes simplex virus genome in full length by oxford nanopore 
sequencing. Microbiol Spectr 2022;10:e0228522

 38. Shaw AG, Majumdar M, Troman C, O’Toole Á, Benny B, Abraham 
D, Praharaj I, Kang G, Sharif S, Alam MM, Shaukat S, Angez M, 
Khurshid A, Mahmood N, Arshad Y, Rehman L, Mujtaba G, Akthar 
R, Salman M, Klapsa D, Hajarha Y, Asghar H, Bandyopadhyay A, 
Rambaut A, Martin J, Grassly N. Rapid and sensitive direct detec-
tion and identification of poliovirus from stool and environmental 
surveillance samples by use of nanopore sequencing. J Clin Microbiol 
2020;58:e00920–10020

 39. Sereika M, Kirkegaard RH, Karst SM, Michaelsen TY, Sørensen EA, 
Wollenberg RD, Albertsen M. Oxford Nanopore R10.4 long-read 
sequencing enables the generation of near-finished bacterial genomes 
from pure cultures and metagenomes without short-read or reference 
polishing. Nat Methods 2022;7:823–6

 40. Luo J, Meng Z, Xu X, Wang L, Zhao K, Zhu X, Qiao Q, Ge Y, Mao L, 
Cui L. Systematic benchmarking of nanopore Q20+ kit in SARS-CoV-2 
whole genome sequencing. Front Microbiol 2022;13:973367

(Received January 27, 2023, Accepted April 18, 2023)


