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[ Abstract] Novel coronavirus pneumonia epidemic is becoming the focus of global attention.
As a newly discovered virus, the source, mutation and infection route of 2019-nCoV need to be
studied. In this paper, the nucleotide sequences of 2019-nCoV in GISAID and other databases
are analyzed, and the current molecular biology studies on virus origin, nucleic acid sequence,
genetic relationship, transmission route and infection mechanism of 2019-nCoV are reviewed.
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