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Abstract 
 
Coxsackie B3 (CB3) was endemic in Taiwan in 2005, which caused 38  

severe cases and 2 deaths. There were three outbreaks, respectively in Taipei Mackay Memorial 
hospital, Taoyuan Li-Shin hospital and a hospital in Kaoshiung Hsiaokang. The outbreaks in 
these hospitals occurred on infants ( < 1 year-old). Another outbreak occurred in a protectory in 
Taipei county, whose residents had physical or mental disability. There were 43 suspected cases 
in the protectory and 13 cases were confirmed with CB3 infection. All of these 13 cases were 
older children or adolescents (5~18 years-old). This study analyzed these reported CB3 outbreak 
cases by their medical chart review. Besides, we also checked the sequence of these CB3 virus 
strains and compared them by phylogenetic analysis.  

Comparing the younger and the older groups, the majority of the older 
cases were presented with fever (92.3%) and upper airway discomfort. The courses of the older 
patients significantly shorter than the infants. Neither severe case nor death occurred in the 
elderly group. On the contrary, lots of the infants were presented with fever (94.1%), poor 
activity (66.7%) and sepsis-like picture (50%). Some infants were also presented with apnea, 
bradycardia or cyanosis (22.2%). More complications happened on infants, such as aseptic 
meningitis (77.8%) and acute hepatic failure (22.2%). Four in the younger group were severe 
cases and one died. The severity and illness duration were more severe in infants than the older 
group. 
    From the phylogenetic analysis, the sequencec of all virus samples collected from the 
outbreak in Li-Shin hospital were the same, so were the virus samples from the protectory. But 
they are different with each other. The virus strains from Mackay Memorial hospital could be 
divided into 3 groups, and the virus strains from the hospital in Kaoshiung Hsiaokang could be 
separated into 2 groups. So for the last 2 outbreaks, though the onset time overlapped, the sources 
of outbreak transmission were different by phylogenetic analysis. The viruses were spread from 
the community to a single patient then multiple others. This illustrated the importance of 
applying infection control should be applied to everyone in the hospital, not only to the first 
patient which was thought to be the source. From the phylogenetic analysis including the viruses 
from clusters and sporadic cases, CB3 strains in different places are different, but they show 
more similarity if they were from adjacent areas then distant areas.  
    We want to utilize the experience gained from this endemic to revise our strategy and keep 
educating the public and medical workers about the importance of prevention and infection 
control for enteroviruses. This is turn will serve to reduce the occurrence of CB3 severe cases and 
outbreakd. The analysis still has bias because it is retrospective. We hope if the outbreak recurd, 
the data and samples will be collected and the methods of analysis should be standardized as soon 
as possible. The phylogenetic analysis is strongly recommended for finding out the transmission 
source and route to avoid further outbreaks.   
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