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Table 1. Number of HMPYV positive patients by month of
specimen collection from patients
(January,2016 ~December,2017)

Year of sample collection

Positive patient number

Month Sote 2017 Total (%)

Jan. 17 14 31 0 (0)
Feb. 30 17 47 3 (6.4)
Mar. 32 23 55 5 (9.1)
Apr. 25 19 44 2 (4.5)
May 28 19 47 6 (12.8)
June 21 20 41 1 (2.4)
July 21 13 34 3 (8.8)
Aug. 23 21 44 6 (13.6)
Sep. 25 22 47 4 (8.5)
Oct. 24 17 41 4 (9.8)
Nov. 9 18 27 2 (7.4
Dec. 9 16 25 0 (0)
Total 264 219 483 36 (7.5)
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Table 2. Clinical diagnosis of HMPV positive patients
(January,2016~December,2017)

Positive patient number

Clinical in 2016 and 2017 Positive patient

diagnosis number (%)
2016 2017

Bronchitis 17 4 21(58.3)
_Upper. respiratory 7 0 7(19.2)
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Laryngitis 2 0 2(5.6)
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Phylogenetic analysis of HMPV G gene . Phylogenetic tree of nucleotide sequences of

the G gene of Mie prefecture HMPV groups A and B. The numbers at the branch nodes
represent the number of bootstrap probabilities. Reference sequences for each genotype (A1,
A2a, A2b, B1, and B2) were obtained from GenBank.
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Nucleotide Duplication in the G Gene of Human metapneumovirus Circulating
- Mie Prefecture , Japan, (2016~2017)
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The surveillance was undertaken in investigation project for the trend toward occurrence of infectious
disease in Mie prefecture for 483 patients with respiratory symptoms who consulted medical institutions in Mie
prefecture between January, 2016 and December, 2017 to grasp circulating epidemiology of Human
metapneumovirus (HMPV) in recent years. Thirty six HMPV-positive patients (7.5%) were detected among
483 patients. The numbers of HMPV patients by collected year were 31 in 2016 and 5 in 2017.

Subgroup classification according to G phylogenetic tree analysis was conducted for a part of HMPV
detected during investigation period. Subgroup classification included A2b(7cases), Bl(4cases) and B2(2
cases). Three out of 7 cases classified into HMPV subgroup A2b showed the change with inserted duplication
of 180 bases within G gene, and future continuous surveillance is required to clarify invasive state and clinical
significance within the prefecture.
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