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Genetic variability of Trypanosomatids may impact the
outcome of infection, drug resistance or epidemiological
traits. We hypothesized that Leishmania infantum strain
deleted (DEL) for the Miltefosine Sensitivity Locus (MSL)
cause a subclinical and less detectable infection in the
canine reservoir, which might persist for long-term in
endemic areas, contributing to the greater spread of DEL
than Non-DEL strain.

To better understand the impact of the MSL on the clinical-
immunological outcome in dogs naturally infected by L. infantum.

MSL is not linked to the dog genetic background

These data suggest that although there is no dog genotype associated
to predominant adaptation of DEL or Non-DEL strains during the L.
infantum infection, distinct MSL genotypes may differently interact
with the host's immune system, leading to different clinical-
immunological outcomes and effect of their genetic basis, potentially
impacting the epidemiology of the canine visceral leishmaniasis.

DEL strain infection was associated to low levels of anti - L. infantum IgA,
IgG and increased the significance of SNPs associated to IgM and IgG
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