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[ 451]
I have interested in the viral genome evolution. Thus, I have studied the molecular evolution of
the fusion protein (#) gene in human respiratory syncytial virus using various bioinformatics
technics. In this study, I showed that the time-scaled phylogenetic tree indicated that the HRSV
F gene diverged from the bovine respiratory syncytial virus gene approximately 600 years ago.
Moreover, a common ancestor of HRSV-A and -B diverged about 300 years ago. The genetic
identities of the strains were high. We also could show about some amino acid substitutions ere
observed in the structural model. Furthermore, 4 epitopes were estimated. However, these did
not correspond to the neutralization sites of the F protein. Based on these results, we concluded
that the HRSV-B F gene is highly conserved, as is the F protein of HRSV-A. In addition, our
prediction of B-cell epitopes did not show that the reaction sites may be recognized as an epitope
during naturally occurring infections. To deeply study the theme, I wish to enter the graduate

school of your university and continue research. (175 words)
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