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Rotaviruses are the most common cause of severe diarrhea among infants

and young children worldwide, with the highest fatality rate in developing countries.
Thailand, rotavirus represents the major cause of diarrhea in infants and children,
and is responsible for about one-third of diarrheal diseases in hospitalized patients.
this study, we have described the distribution and molecular characterization of
rotaviruses circulating in infants and children with diarrhea, who admitted in two
hospitals of Thailand between June 2009 and May 2011. Group A rotaviruses were
detected in 250 (44.5%) of 562 specimens by RT-PCR. The most prevalent genotype
was G3P[8] (60.4%) followed by GIP[8] (39.2%) and G2P[4] (0.4%). Twenty
two samples were selected for whole genome analysis which consist of GIP[8] (5
strains), G3P[8] (4 strains), GIP[8] (2 strains), G12P[8] (3 strains), G12P[6] (L strains),
G2P[4] (6 strains) and G3P[9] (1 strains). Phylogenetic analysis was applied for
each sample to classify the 11 gene segments, based on molecular classification by
the Rotavirus Classification Working Group (RCWG) system. Whole genomes analysis
showed that most of the samples were classified into three human rotaviruses
genogroups. The G1P[8], G3P[8], GIP[8], GL12P[8] and G12P[6] strains carried their
VP6-VP1-VP2-VP3-NSP1-NSP2-NSP3-NSP4-NSP5/6 genotypes of I1-R1-C1-M1-Al-
NI-T1-E1-H1 respectively, Wa-like genogoup. The G2P[4] strains were linked with
12-R2-C2-M2-A2-N2-T2-E2-H2 genotypes, DS-1-like. Another human minor genogroup,
Au-1-like, was found in G3P[9] link to 13-R3-C3-M3-A3-N3-T3-E3-H6 which has genetic

relatedness to feline.
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