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Rolg of bats for the distribution of New World relapsing fever borreliae in
Zambia.
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For the screening of Borrelia, 293 bat samples from 4 different location in
Zambia were used in this study. Sixteen samples were positive for borrelia specific PCR. Subsequent
sequence analysis revealed that Borrelia fainii, a New-World relapsing fever borrelia, were detected
in 12 samples (6 Rousettus aegyptiacus, 1 Miniopterus fraterculus, 3 Eidolon helvum, 1 Epomophorus
crypturus, and 1 Nycteris thebaica). While, Lyme diseases Borrelia was detected in four samples 3
N. thebaica,l E. helveum
In this study, we detected Borrelia fainii in several bat species from different sampling location.

This is suggested that several bat species might be involved in the distribution of Borrelia fainii
in Zambia.
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