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Molecular Evolution of Polioviruses

Yang Xiaofeng Wang Hong Guo Ren

(Institute of Medica Biology, Chinese Academy of Medical
Sciences, WHO Collaborating Center for Reference and
Research, . Enteroviruse, Kunming)

Abstract

According to the data of the genomic nucleotide
sequences and the amino acid sequences of the viral
proteins of reference strains in all three types of
poliovirus, first attempt was madeto calculate intertypic
evolutionary distance, intertypic divergence tithe and
the rates of aminoacid substitution of poliovirus
proteins between the strains by using the calculating
method based on the Kimura's molecular evolution
theory. The results showed: (1) the evolutionary
distancesetween types in all three types of poliovirus
were almost equal; (2) three types of polioviruswere
almost simultaneously evoluted from a common
ancestor virus 1000----2000 years ago; (3) the rates
per site per year of the amino acid substitutions
between three poliovirus typeswere also similar.
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