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Table 1. Number of HBoV positive patients by year of
specimen collection in patients
(January,2010~June,2016)

Year of sample
collection

Positive patient number

Number of patient (%)

2010 88 4 (4.5)
2011 225 5 (2.2)
2012 213 9 (4.2)
2013 237 7 (3)
2014 206 3 (1.5)
2015 198 9 (4.5)
2016 (Jan.-June) 154 9 (5.8)
Total 1,321 46 (3.5)
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Table 2. Information of HBoV positive patients (January,2010~ June,2016)

. Date of C linical Body .
Patient No. Age“ Gender sampl_e diagnosis temperature Virus detected
collection

1 11M M 2010. 4.21 Bronchitis 40°C HBoV & HMPV
2 8M M 2010. 5.17 Bronchitis 37.4C HBoV & HMPV
3 1Y M 2010. 7.14 Bronchitis 39.5C HBoV & HPIV
4 1Y F 2010.10.19 Pharyngitis 39.5C HBoV

5 1Y M 2011. 5.11 Bronchitis 38.0C HBoV & HMPV
6 1Y M 2011. 5.13 Bronchitis 38.4C HBoV & HMPV
7 8M M 2011. 5.18 Bronchitis 37.8C HBoV & HMPV
8 1Y F 2011. 6. 6 Bronchitis 39.6C HBoV

9 1Y M 2011. 8. 2 Bronchitis 38.7C HBoV

10 1Y M 2012. 2.22 Bronchio litis 37.4C HBoV

11 2Y M 2012. 3.27 Pharyngitis 37.8C HBoV

12 1Y M 2012. 4.10 Pharyngitis 38.6C HBoV

13 1Y F 2012. 4.16 Bronchio litis 38.5C HBoV

14 1Y M 2012. 5. 1 Exudative tonsillitis 38.0C HBoV & HMPV
15 2Y M 2012. 5. 9 Bronchitis 37.2C HBoV

16 1Y M 2012. 5.21 Influenza-like illness unknown HBoV

17 IM F 2012. 6.12 Bronchio litis unknown HBoV

18 1Y M 2012.11.15 Bronchitis 37.0C HBoV

19 2Y M 2013. 4.19 Bronchitis 40.5C HBoV

20 11M M 2013. 4.26 Pharyngitis 39.0C HBoV

21 1Y M 2013. 5. 7 Bronchitis 39.3C HBoV

22 1Y M 2013. 5.13 O titis media 38.2C HBoV

23 1Y M 2013. 6.10 Pharyngitis 38.4C HBoV

24 1Y F 2013. 6.24 Pharyngitis 39.8C HBoV & RSV

25 1Y F 2013. 7. 3 P haryngitis 38.7C HBoV

26 11M M 2014. 4.23 Bronchitis 38.6C HBoV

27 2Y F 2014. 4.30 Bronchitis 38C HBoV & HRV

28 2Y M 2014.10. 9 Bronchitis 38.6C HBoV & HPIV
29 IM F 2015. 3.27 Laryngitis 38.2C HBoV

30 1Y M 2015. 3.30 Bronchio litis 38.5C HBoV & HMPV
31 2Y F 2015. 3.30 Bronchio litis 39.8C HBoV & HMPV
32 11M M 2015. 4. 4 Laryngitis 38C HBoV & HRV

33 1Y M 2015. 4.20 Bronchio litis 38.3C HBoV & HRV

34 1Y M 2015. 4.20 Pharyngitis 39.8C HBoV & HRV

35 1y M 2015. 4.24 Bronchio litis 40°C HBoV & HRV

36 10M F 2015. 4.28 Pharyngitis 38.4C HBoV & HMPV
37 2Y M 2015. 6. 5 Laryngitis 40.4°C HBoV & HRV

38 1Y M 2016. 1.26 Bronchitis 37.1C HBoV

39 1Y F 2016. 2.17 Bronchitis 39.4C HBoV & InfC

40 1Y M 2016. 3.25 Bronchitis 38.2C HBoV

41 1Y M 2016. 3.26 Bronchitis 39°C HBoV & HCoV
42 1Y F 2016. 4. 1 Bronchio litis 38.3C HBoV & HRV

43 1Y M 2016. 4.12 Laryngitis 40.3C HBoV & RSV

44 1Y M 2016. 4.14 Bronchio litis 36.9C HBoV & HRV

45 8M M 2016. 4.30 Bronchio litis 38°C HBoV

46 6M F 2016. 6.11 Bronchitis unknown HBoV & HRV

1):Y,year old; M, month old
HBoV :
HMPV :
HPIV :

Human Boca Virus

Human Metapneumo Virus
Human Parainfluenza Virus
RSV : Respiratory Syncytial Virus
HRV : Human Rhino Virus

HCoV : Human Corona Virus

InfC : Influenza virus C



Table 3. Number of HBoV positive patients by month of specimen collection from
patients (January,2010~June,2016)

Month Year of sample collection B )
sample Positive patient
collection 2010 2011 2012 2013 2014 2015 2016 number (%)
Jan 1 1(22)
Feb 1 1 2(43)
Mar 1 3 2 6 (13)
Apr 1 2 2 2 5 4 16 (348)
May 1 3 3 2 9 (196)
June 1 1 2 1 1 6 (13)
July 1 1 2(43)
Aug 1 1(22)
Sep 0(0)
Oct 1 1 2(43)
Nov 1 1(22)
Dec 0(0)
Total 4 5 9 7 3 9 9 46
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Fig.1. Typing of HBoV according to phylogenetic tree analysis (2010-2016)
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Epidemiology of outbreak of Human Bocavirus (HBoV)
and phylogenetic tree analysis in Mie prefecture (January, 2010~June, 2016)

Takuya YANO, Chie MAEDA, Hajime KUSUHARA and Shigehiro AKACHI

Keywords: acute respiratory infections, human bocavirus, epidemic epidemiology,
phylogenetic analysis of gene

Surveillance on trend was conducted to grasp the epidemiology of outbreak of Human
Bocavirus (HBoV) for 1,321 patients with pediatric respiratory infectious disease who consulted
medical institution in Mie Prefecture. Forty six of 1,321(3.5%) patients were found to be HBoV
positive.

HBoV positive patients by collection year were found as follows: n=4 in 2010,n=5 in 2011,
n=9 in 2012, n=7 in 2013, n=3 in 2014, n=9 in 2015, and n=9 in 2016(January~June).HBoV
positive patients tended to be detected in large number from spring after end of influenza to
early summer (May~June).Results of phylogenetic tree analysis in VP1/P2 region of HBoV
showed that all HBoVs detected from 2010 to 2016 were classified into HBoV1.At present, it
was clarified HBoV1 detected were subdivided from Groupl to Group3 on phylogenetic
tree.HBoV infectious disease is still unknown for the most part on epidemiology of outbreak,
clinical symptoms ,and others . Therefore, National scale monitoring should be actively and
continuously conducted and information on outbreak epidemiology and patient clinical state is
needed for further understanding of HBoV infectious disease.



