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Detection of human parainfluenza virus in cases of unknown fever 

at childcare facilities in Ehime, Japan 
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Chitoshi TOYOSHIMA, Nobuaki HORIKAWA, Taichirou OKADA, 

Naritoshi BANDOU, Hirokazu KONDOU, Hiroto SHINOMIYA 

 

Since 2020, when the outbreak of COVID-19 began, the number of outbreaks of many infectious diseases have 

decreased due to thorough measures taken to prevent infection, such as the wearing of masks. However, in June 2021, 

several childcare facilities in Matsuyama City reported to the Matsuyama City Public Health Center a suspected 

outbreak of infectious disease patients with fever in their facilities. COVID-19 was ruled out, but a regional outbreak 

was suspected due to the occurrence of unknown fever at several facilities during the same period. We performed a 

pathogen search using specimens collected from 17 patients with fever of unknown origin, and detected human 

parainfluenza virus (HPIV) type 3 in 14 of the 17 patients. 

Phylogenetic analysis of the sequences determined from the PCR amplified products of HPIV3 from the 

specimens showed that the 14 sequences were highly homologous to each other. Childcare facilities used by 10 of the 

14 patients in whom HPIV3 was detected were spread over three locations, suggesting that HPIV3 was spread 

geographically rather than only in one particular facility. 

 


