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Human rhinovirus (HRV) is one of the most common agents causing ARTI.
HRV are divided by molecular analysis into 3 species (A, B and recently C). Several
studies showed the association between HRV and asthma exacerbation. However,
the epidemiology of the novel identified HRV-C amongst Asian pediatric patients with
ARTl a nd its ability to trigger asthma exacerbation has been limited. Based on
amplification of VP4/2 by semi-nested PCR, 87 of 289 samples obtained from 286
hospitalized pediatric patients during 2006 and 2007 were positive for HRV
indicating an annual prevalence of 30%. Most of all HRV positive specimens were
belonged to HRV-C (58%) and showed seasonality pattern in fall and winter in
Thailand (p <0.05). Wheezing or asthma exacerbation was the most common clinical
presentation. Co-infection between HRV and RSV had higher risk of wheezing and
asthma than single infection. Comparative analysis of the complete coding
sequence of the field strains suggested that CU211 showed apparent additional
recombination event in structural region. Moreover, different in overall polyprotein
defined CUQ72 as a novel HRV-C strain. This study clarifies the diversity and
explains the recombination events could represent a driving force for the HRV

evolution in their natural environment.





