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Fig.1|Genome characterization of2019-nCoV. a, pie chart showir
metagenomics analysis of next-generation sequencing of broncho.
lavage fluid from patient ICU06. b, Genomic organization of 2019-r
¢, Similarity plotbased on the full-length genome sequence of 2015
WIVO04. Full-length genome sequences of SARS-CoV B)01, bat SARS
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1: Kamitani et al. PNAS, 2006, 2: Kamitani et al. Nature Structural
Molecular biology, 2009, 3: Tanaka and Kamitani et al. Journal of
Virology, 2012, 4: Terada and Kamitani et al. Virology, 2017
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