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Introduction: Pathogenesis of leptospirosis is related 
to agent characteristics as well the ability to escape 
immune system of the host. However, the leptospires 
biology and virulence factors are not enough 
characterized and the factors for the pathogenesis 
and that trigger the development of the disease are 
still unclear. Objective: Compare the occurrence 
and expression of four virulence-related genes in 
leptospiral strains of serogroup Icterohaemorrhagiae 
that were virulent or not in hamster model 
(Mesocricetus auratus). Methods: Eight strains of 
serogroup Icterohaemorrhagiae belonging to two 
species were studied: four of L. interrogans (virulent) 
and four of L. kirschneri (not virulent). DNA was 
obtained using Wizard SV Genomic DNA Purification 
System® (Promega) and RNA using Trizol Reagent 
(Invitrogen). PCR was performed with GoTaq® DNA 
Polymerase (Promega) and RT-PCR using OneStep 
RT-PCR Kit (QIAGEN): for two genes for surface 
protein (ligA and lipL32), one for motile-associated 
flagella (f liY) and one for adhesin (lenA). The 
PCR products of partial region of the genes were 
purified using Wizard SV Gel and PCR Clean-up 
System (Promega) and sequenced using Big Dye 
terminator v3.1 kit (Applied Biosystems) in the 
ABI 3730XL Genetic Analyzer (Life Technologies, 
Carlsbad, CA, USA) on the RPT01A DNA sequencing 
platform (Laboratório de Genômica Funcional e 
Bioinformática, IOC/FIOCRUZ). Results:  All 
virulent and non-virulent strains studied showed 
the target genes in DNA. Regarding expression of the 
virulence-related genes in RNA, all presented positive 
result for these with exception of a non-virulent strain 
for the fliY gene. In nucleotide sequence analyzes, no 
polymorphisms were observed which may be related 
by differences in strain virulence. Conclusion: The 
targets studied may not be related to differences in 
virulence in strains of serogroup Icterohaemorrhagiae, 
making it necessary evaluate a larger set of different 
targets for a better understanding of the leptospiral 
virulence mechanisms. CEUA: 611/2015.Funding: 
Capes (Finance code 001), Faperj.
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Introduction: Leptospirosis is a disease that occurs 
more frequently in regions of tropical climate, which favor 
the survival of the bacteria in the environment. Nectomys 
squamipes is a wild rodent of semiaquatic behavior, which 
favors its contact with leptospires. Objective: The aim 
of this study was to identify the renal carrier status of 
three specimens of Nectomys squamipes captured in 
the Paranaíba’s river valley, Brazil. Methods: MAT test 
was performed for 21 serovars of standard strains, and 
four strains of isolates of small and wild synanthropic 
mammals in Brazil. PCR assays were also performed for 
the detection of the lipL32 gene in Nectomys squamipes 
renal tissue, captured in two areas along the Paranaíba’s 
river valley (Goiandira/GO, 18,1630556S; 48,135,472W and 
Guimarânia/MG, 18,8101944S; 46,6755278W). Results: 
Three specimens of Nectomys squamipes were captured 
in riverside forest environment, and all presented the 
lipL32 gene in their renal tissues against a PCR, but none 
reacted to MAT. Conclusion: Nectomys squamipes 
is an important maintainer of circulating pathogenic 
leptospires in the studied environment, being configured 
as prominent agents in the epidemiology of leptospirosis 
in the Paranaíba’s river valley, Goiás and Minas Gerais 
states, since they promote an interface between the aquatic 
and terrestrial environments. CEUA: 151/16. Funding: 
Fapemig, mostly in own resources.
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