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Etiological characterization of indigenous dengue cases in Fujian province, 2015
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Abstract: Introduction of dengue viruses from dengue-endemic regions may lead to indigenous outbreaks in regions with
high density of mosquito vectors. During mid-September to mid-October in 2015, a total of 41 indigenous dengue cases emerged
in 4 clusters were notified in Fujian province, China. In this study, the etiological characterization of clinical isolates linked to
these outbreaks was investigated. It was revealed by phylogenetic analyses on the full-length coding sequences that the 9 dengue
serotype 1(DENV1) isolates, belonging to genotype 1(G1), showed high similarity in nucleotide sequences, and that the 8
dengue serotype 2 (DENV2) isolates showed distinct variations within the genotype of Cosmopolitan. According to the phyloge-
netic trees, DENV1 strains associated with clusters 2 and 4 were likely originated from Sri Lanka, while Malaysia and India
were sources of the DENV2 strains associated with Cluster 1 and Cluster 3, respectively. Therefore, these results suggested
that multiple sources of introduction caused the indigenous dengue outbreaks in Fujian province, 2015.
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Tab.1 Summary of indigenous dengue cases in Fujian province, 2015
Clusters Location Onset time of Diagnosis time of Diagnosis time of No. of reported
the index case the index case the last case cases
1 Hanjiang, Putian Sept 12 Sept 17 Sept 19 8
2 Gulou, Fuzhou Sept 14 Sept 18 Sept 27 23
3 Jin’an, Fuzhou Sept 18 Sept 24 Oct 13 7
4 Cangshan, Fuzhou Oct 4 Oct 7 Oct 8 3
x2 BEA015FXMMBEERSESERERICE
Tab.2 Summary of indigenous dengue viruses isolated in Fujian province, 2015
Strain 1D Serotype: Location Onset time Diagnosis time Cluster Full-length
genotype (bp)
DF150301 D2-Cosmopolitan Hanjiang, Putian Sept 16,2015 Sept 17,2015 1 10 668
DF150303 D2-Cosmopolitan Hanjiang, Putian Sept 15,2015 Sept 17,2015 1 10 671
DF150305 D2-Cosmopolitan Hanjiang, Putian Sept 14,2015 Sept 17,2015 1 10 657
DF150308 D2-Cosmopolitan Hanjiang, Putian Sept 12,2015 Sept 19,2015 1 10 666
DF150336 D2-Cosmopolitan Jin’an, Fuzhou Oct 3,2015 Oct 7,2015 3 10 641
DF150361 D2-Cosmopolitan Jin”an, Fuzhou Oct 5,2015 Oct 8,2015 3 10 650
DF150407 D2-Cosmopolitan Jin’an, Fuzhou Oct 10,2015 Oct 13,2015 3 10 641
DF150409 D2-Cosmopolitan Jin”an, Fuzhou Oct 10,2015 Oct 13,2015 3 10 667
DF150275 D1-G1 Gulou, Fuzhou Sept 14,2015 Sept 18,2015 2 10 654
DF150278 DI1-G1 Gulou, Fuzhou Sept 16,2015 Sept 18,2015 2 10 658
DF150328 DI1-G1 Gulou, Fuzhou Sept 25,2015 Sept 30,2015 2 10 659
DF150340 D1-G1 Gulou, Fuzhou Sept 19,2015 Sept 22,2015 2 10 644
DF150344 DI1-G1 Gulou, Fuzhou Sept 21,2015 Sept 24,2015 2 10 658
DF150348 DI1-G1 Cangshan, Fuzhou Sept 23,2015 Sept 29,2015 2 10 655
DF150364 D1-G1 Cangshan, Fuzhou Oct 4,2015 Oct 7,2015 4 10 658
DF150365 D1-G1 Cangshan, Fuzhou Oct 6,2015 Oct 8,2015 4 10 653
DF150366 DI1-G1 Gulou, Fuzhou Oct 6,2015 Oct 8,2015 4 10 663
Indexcasedagnosed on Sept 24 DENV1 ##k 5 G1 Ak P B 3 bk 19 A% 11 B2 AH 0L 5

Index case diagnosed on Sept 17 1 Cluster3, Fuzhou
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