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We investigated the incidence of gastroenteritis viruses among infectious gastroenteritis patients aged = 15 in Hyogo
prefecture during the 2012/13 and 2015/16 epidemic seasons. Group A rotaviruses were detected from 70 (11.1%) of 632
fecal samples.

Genetic analysis indicated that DS-1-like G1P[8] rotavirus strain reported as the novel inter-genogroup reassortant
was the dominant strain of G1P[8] in Hyogo prefecture during 2012/13 and 2014/15 seasons. In 2015/16 season, G2P[4]
was the dominant strain in Hyogo prefecture, detected in 84.2% of rotavirus-positive samples. In this season, we detected
a novel equine-like G3P[8] inter-genogroup reassortant strain.

Continuous rotavirus surveillance by detailed genetic analysis is useful for understanding the genetic diversity of

rotavirus strains and maintaining effective vaccine program.
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Fig.1  Weekly cases of infectious gastroenteritis

caused by rotavirus per sentinel clinic from
2013/14 season to 2015/16 season in Hyogo
Prefecture
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Table 1 Number of gastroenteritis viruses detected
from clinical specimens of infectious

gastroenteritis in Hyogo prefercure (2012/13-

2015/16 season)
Number of gastroenteritis viruses detected
No. of
Season Total
samples RVA NoV SaVv HAstV ~ EAdV ~ HPeV

2012/13 194 88 29 44 6 4 4 1
2013/14 166 78 14 28 9 12 4 11
2014/15 157 41 8 21 7 0 2 3
2015/16 115 56 19 21 5 2 7 3

Total 632 263 70 114 27 18 17 18

RVA : group A rotavirus NoV : norovirus SaV : sapovirus HAstV : human astrovirus

EAdV : enteric adenovirus HPeV : human parechovirus
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Fig.2 Monthly detection of rotavirus and norovirus, September 2012-August 2016, in Hyogo prefecture
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Table 2 Distribution of G and P genotypes of the rotavirus
detected in Hyogo prefecture during 2012/13 and
2015/16 seasons

Genotype (%)

Season Total
G1P[8] G2Pl4] G3P[8] G3Pl9] GoP[s8]
2012/13 8(27.6) 2(6.9) 19 (65.5) 29
2013/14 10 (71.4) 1(7.1)  3(21.4) 14
2014/15 4 (50.0) 1(12.5) 3(37.5) 8
2015/16 16(84.2) 1(5.3) 2(10.5) 19
Total 22 19 1 1 27 70
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Table 3 Distribution of G1P[8] rotavirus detected
in Hyogo prefecture during 2012/13 and

2015/16 seasons
RVA- Genotype G1P[8] strains (%)
Season ..
positive G1P[8] (%) Wa DS-1-like
2012/13 29 8(27.6) 2(25.00 6(75.0)
2013/14 14 10 (71.4) 1(10.00  9(90.0)
2014/15 8 4 (50.0) 1(25.00 3(75.0)
2015/16 19 n.d. n.d. n.d.
Total 70 22 4 18

n.d. : not determined
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Fig.3 Phylogenetic tree based on the ORF sequences of
the VP7 gene from G3P[8] strains isolated in
Hyogo prefecture and other established strains
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Fig.4 Phylogenetic tree based on the ORF sequences of
the VP6 gene from G3P[8] strains isolated in Hyogo
prefecture and other established strains
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