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We conducted a comprehensive genetic analysis of
the C-terminal 3rd hypervariable region of the
attachment glycoprotein (G) gene in human respiratory
syncytial virus subgroup A (HRSV-A) genotype ON1 (93
strains) and ancestor NA1 (125 strains). Genotype ON1
contains a unique mutation of a 72 nucleotide tandem
repeat insertion (corresponding to 24 amino acids) in
the hypervariable region. The Bayesian Markov chain
Monte Carlo (MCMC) method was used to conduct
phylogenetic analysis and a time scale for evolution. We
also calculated pairwise distances (p-distances) and
estimated the selective pressure. Phylogenetic analysis
showed that the analyzed ON1 and NA1 strains formed
4 lineages. A strain belonging to lineage 4 of ON1
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showed wide genetic divergence (p-distance, 0.072),
which suggests that it might be a candidate new
genotype, namely ON2. The emergence of genotype
NA1 was estimated to have occurred in 2000 (95% of
highest probability density, HPD; 1997-2002) and that
of genotype ONT1 in 2005 (95% HPD; 2000-2010) based
on the time-scaled phylogenetic tree. The evolutionary
rate of genotype ON1 was higher than that of ancestral
genotype NA1 (6.03x103 vs. 4.61x103 substitutions
[sitelyear, p < 0.05). Some positive and many negative
selection sites were found in both ON1 and NA1 strains.
The results suggested that the new genotype ON1 is
rapidly evolving with antigenic changes, leading to
epidemics of HRSV infection in various countries.

BHRIZB T 52 RRME OERBIZE T S5
—RLFIRE D 5 BREE DRR R —

ElI=E

BRI - wEES - S K EIERER - BN

W S R

LRI RZ RRETE *2 @R FHUSER A R T £ > & —  *3 R R IR 74

R A BRI TR E & o 2 — e TR AR O B 2R L BR5E) No.21,25-30 (K 26 4F 11 1)

WA, /RIS (PMas) OHWD 7R & Ok -k
B OBBEB YN EA RN E o TV DH 2 & n Y
U =T, WKL HEE LT, RNICTRKT 5 dinp
72 8 ORI IRWE O AR T RS AT A 729
DFZE R FEhi LT\ 5,

MM DOE—EBE L LC, R IRE (TSP) %21
PO GICERINT 5728, BB S Ekie 2 A5 2 W5
Ry 7L REERRIHBI NI 4V F—R L — (T AR
NEREUH) 2 W B Y v E (S E)

MBI L. MRS E OEEIEIC OV TR LT,

RIAEE (5 17) OWVATHREBRZT > iR, EEROL
BEIT—8%~+11%DOFMHICH V| FHEMEDH HIEET
HDH I EDHER ST,

F7o. TSP OBIEE L T—RIZHN BTN DA
RY T LTT Y 7T =L OHEGRER A Fh L 7zfi R,
G RIUED ST PEDNT @D OPRE (+5%FEE) 12725
HOO, WEIUETH O L7 TSP I TRy ViE B BIER Y
bz,

— 106 —



