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[Abstract] Objective To understand the molecular characteristics of a dengue virus outbreak
in China-Myanmar border region, Yunnan province, 2015 and provide etiological evidence for the
disease control and prevention. Methods Semi-nested RT-PCR was conducted to detect the capsid
pre-membrane (CprM) gene of RNA of dengue virus by using dengue virus NS1 positive serum
samples collected in Mengdin township, Gengma county, Yunnan province in July, 2015. Some
positive samples were then detected by using PCR with specific primers to amplify the full E gene.
The positive PCR products were directly sequenced. Then sequences generated in this study were
BLAST in NCBI website and aligned in Megalign in DNAstar program. Multiple sequence alignments
were carried out by using Mega 5.05 software based on the sequences generated in this study and
sequences downloaded from GenBank, including the representative strains from different countries
and regions. Phylogenetic trees were constructed by using Neighbor-Joining tree methods with Mega
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5.05 software. Results Twenty one of 25 local cases and 10 of 14 imported cases from Myanmar
were positive for DENV-1. Eight serum samples were negative for dengue virus. A total of 13 strains
with E gene (1 485 bp), including 8 local strains and 5 imported strains, were sequenced, which shared
100% nucleotide sequence identities. Twelve strains with CprM gene (406 bp) from 9 local cases and
3 imported cases shared 100% nucleotide sequence identities. Phylogenetic analyses based on E gene
showed that the new 13 strains clustered in genotype [ of dengue virus and formed a distinct lineage.
Conclusions  This outbreak was caused by genotype I of DENV-1, which had the closest
phylogenetic relationships with dengue virus from neighboring Burma area. Comprehensive measures
of prevention and control of dengue fever should be strengthened to prevent the spread of dengue virus.
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