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previously unknown human coronavirus (hCov-19) was first detected in late 2019 in patients in the
City of Wuhan, who suffered from respiratory illnesses including atypical pneumonia, an illness that
has become known as coronavirus disease (COVID-19). The coronavirus originated from an animal
host and is closely related to the virus responsible for the Severe Acute Respiratory Syndrome
coronavirus (SARS).

On 10. January 2020, the first virus genomes and associated data were publicly shared via GISAID.
The World Health Crganization announced on 11. March 2020 the first coronavirus pandemic. As the
pandemic progresses, scientists from around the globe are tracking the virus and its genome
sequences to ensure optimal virus diagnostic tests, to track and trace the ongoing outbreak and to
identify potential intervention options. Several analyses to assist with these efforts are offered here,
including sequence alignments, diagnostic primer and probe coordinates, 3D protein models, drug
targets, phylogenetic trees and many more.
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