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Table 1. Sequence pair distance of 18 strains of infectious bronchitis virus by
using the Clustal program with weight remdue welght tabIe [MegAlign
' package (Window version3.12e})]. -
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Fig. 1. Phylogenetic tree of infectious bronchitis virus strains on the basis of
nucleotide sequence of the nucleocapsid gene. (Scale: each — is appro-
Ximately equal to the distance of 0.003532)



