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The use of SARS-CoV-2 whole-genome sequencing (WGS) as a high-resolution epidemiological marker eases the
interpretation of transmission chains, so that tailored control interventions can be promptly implemented. Given the rapid
dissemination of SARS-CoV-2, a short time to result is needed. In cases with a monophyletic origin and an epidemiological
link, reliably determining the number of single nucleotide polymorphisms (SNPs) between pairs of sequences is important to
identify recent transmission events. We aimed to evaluate the applicability of Oxford Nanopore MinlON Mk1C for

SARS-CoV-2 WGS in outbreak characterization, by comparing its technical and practical differences with the Illumina

MiSeq platform.

Methods: Results:

The SARS-CoV-2 genomic sequence was obtained by both

+ sequencing platforms for 97.4% (37/38) of samples, but two
of them had suboptimal genome coverage (<90%).
Comparative results for good quality samples (n=35) are

Four outbreaks: A(n=8), B(n=11), C(n=13), D(n=6) shown below:

lllumina MiSeq

Nanopore MinlON
Mk1C

Mean genome
coverage at 210x

99.2%
(IQR: 2%)

98.9%
(IQR: 0%)

Mean depth of
coverage

691 x
(IQR: 216x%)

407 x
(IQR: 623x%)

* Pango lineage assignments were 100% concordant
between pairs of sequences, including several Delta and
Omicron lineages (AY.4, AY.43, AY.121, AY.122, BA.1,
BA.1.1, BA.1.1.1, BA.1.7).

* No differences in identified SNPs were observed
between pairs of sequences (100% concordance).

The Nanopore method had an 1.5 to 5-fold shorter lab turn-
around time (TAT, from extracted RNA to completed
sequencing), and an approximate 3-fold cheaper sequencing

process.
lllumina Nanopore

Sequencing time: Sequencing time:
27/h Flexible (2-19h)
Total lab TAT: 35h Total lab TAT: 7-24h
Cost: SSS Cost: S
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MinlON Mk1C for a rapid and reliable -

response to nosocomial SARS-CoV-2 outbreaks.
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Conclusions:
These results support the use of
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