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The serotype 2 of dengue virus, circulating in Brazil belongs to the Southern Asia 
genotype. It was introduced in the country in 1990 when the first cases of dengue 
hemorrhagic fever were reported. After seven years without activity, dengue virus 
type 2 (DENV-2) re-emerged in 2007 causing in 2008 the most notorious 
epidemics concerning mortality and morbidity. After reemergence, filogenetic 
studies showed two distinct lineages within this genotype. Although molecular 
characterization of complete viral genome showed no genetic differences to 
support higher virulence of the 2007 emerging Lineage, studies showed a higher 
viremia in sera of patients infected with this lineage. In this study we infected 
BALB/c mice with representative strains of both DENV-2 lineages for susceptibility, 
viremia and morphological analysis. Groups of five 2 months old male BALB/c 
mice were infected with strains of both DENV-2 lineages by the intravenous or 
intraperitoneal route. 72 hour post-infection, euthanasia was performed. Brain, 
heart lung, spleen and liver were harvested and divided into two parts. Part of the 
tissue was fixated and processed by transmission electronic microscope 
techniques for morphological analysis and part was macerated with L-15 medium 
for RNA extraction and viral detection and quantitation using real time RT-PCR 
assay. Our preliminary results demonstrated the susceptibility of BALB/c mice to 
the DENV-2 lineages. Moreover, we observed, in the tissue where the viral 
genome was detected, morphological alterations similar to the ones reported in 
human cases of dengue infection. 
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