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SEVERE ACUTE RESPIRATORY SYNDROME CORONAVIRUS 2
urrence of pneumonia
in the city of Wuhan, Hubei province.
-CoV was identified
as the cause. When the virus was first isolated from pneumonia cases in Wuhan,
China, in December 2019, it was named 2019 novel coronavirus (2019-nCoV). As
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more information and genetic analyses became available, the virus was given the
official name of SARS-CoV-2 by the International Committee for Taxonomy of
Viruses, while the WHO named the disease caused by the virus, COVID-19.
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Detection and Isolation of a Novel Coronavirus
Three bronchoalveolar-lavage samples were collected from Wuhan Jinyintan Hospital on
December 30, 2019. No specific pathogens (including HCoV-229E, HCoV-NL63, HCoVOC43, and HCoV-HKU1) were detected in clinical specimens from these patients by the
RespiFinderSmart22kit. RNA extracted from bronchoalveolar-lavage fluid from the
patients was used as a template to clone and sequence a genome using a combination
of Illumina sequencing and nanopore sequencing. More than 20,000 viral reads from
individual specimens were obtained, and most contigs matched to the genome from
lineage B of the genus betacoronavirus
showing more than 85% identity with a bat
SARS-like CoV (bat-SL-CoVZC45, MG772933.1) genome published previously. Positive
results were also obtained with use of a real-time RT-PCR assay for RNA targeting to a
-CoV (although the cycle threshold value was higher
than 34 for detected samples). Virus isolation from the clinical specimens was performed
with human airway epithelial cells and Vero E6 and Huh-7 cell lines. The isolated virus
was named 2019-nCoV.
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