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[ABSTRACT] Objective To study the host range and tissue tropism of SARS coronavirus.

Methods Spike proteins’ se-

quences, genome sequences of 22 different coronaviruses were aligned and the phylogenetic trees were made. The locations of

coranviruses with different host range and tissue tropism were observed and the tissue tropism and host range were predicted. Re-

sults  Clear divergences of the 22 coronaviruses could be seen from the phylogenetic trees , the classification was coincidence with

that of NCBIL.  Conclusion SARS virus is a new variant of coronavirus with tropism of respiratory-tract epithelium.
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