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A proposal of viral hepatitis markers measurement using Dried Blood Spot (DBS)
method in developing countries, for elimination of viral hepatitis
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The ﬁurpose of this study was to investigate the epidemiology of HBV and HCV
infections in mothers and children in Burkina Faso, a developing country in south Africa. Blood

samples were collected from fingertip using the Dried Blood Spot (DBS) method.

Immunoserological measurements of hepatitis B virus (HBV) and hepatitis C virus (HCV) markers were

conducted, and HBV infection rate was 6.3% in mothers and 0.8% in children.

Nested PCR, genetic sequencing, and phylogenetic tree were performed to analyze the viral genomes of
positive specimens to determine circulating HBV and HCV genotypes in the country and to estimate

the route of infection in children.
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