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Genotype of Human Rotavirus in Thailand

Apiradee Theamboonlers*, Yong Poovorawan*

* Pediatric Department, Chulalongkorn University and King Chulalong Memorial Hospital

Rotavirus is a major cause of the severe diarrhea disease in children less than
5 years of age worldwide. In Thailand, rotavirus can be found frequently in children
between the ages of 6 months to 3 years old. The genetic sequences constellation of
whole genome in Thailand during the year of 2551 - 2554 were found that there are 3
genotypes of strain Wa-like (I 1-R 1-C 1-M 1-A 1-N 1-T 1-E 1-H 1) which is closely
related to pig, second strain DS-1-like (I 2-R 2-C 2-M 2-A 2-N 2-T 2-E 2 —H2) which
is closely related to the bovine strain and the new one which is called AU - 1 — like
(I 3-R 3-C 3-M 3-A 3-N 3-T 3-E 3-H3) which is closely related to feline and/or
canine genetic species. The prevalence of genotype surveillance in Thailand of year
1993 — 1999 is genotype G1; between years 1999 — 2000, are G2 and G9; in the year
2000 - 2001 is G 9 and between the years 2001 - 2004 are G2 and G9. Genotypes may
be changed as a consequence of the use of current vaccine. More than Rotarix and
RotaTeq, there are new type of many kinds of vaccine are in the period of testing,
and there is some kind of power that will be used, such as Rotavin TM in Vietnam of
the year 2012 and 116 E of India of the year 2013. The G1P[8] genotype which is the
predominance genotype in Thailand, there are likely to drop in while there are other
species such as G9 and G2 add up to join with (co-predominance), which related to
report the change of predominant genotype of rotavirus after the vaccine was used in
the country. It is possible that in the future they may be changed the predominant
genotype which is a vaccine similar to shun vaccine strains. The surveillance and
monitoring of the genotype of viruses are necessary for the vaccine developing.
(Thai J Pediatr 2013 ; 52 : 181-188)
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