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Germline testing
was performed for
20 of the most
common genes in
available prostate
cancer genetic
testing panels on
113 southern
African and 53
European prostate
cancer cases and
the results were
compared

Predicted deleterious variants (PDV) in genes with higher
likelihood of harbouring a variant among Africans
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Our findings showed that using the current
germline testing panels for southern African
patient has some merits. However, more .
studies need to be conducted among sub- Slgnlflcance.and 4
Saharan Africans to develop germline testing novel varl.ant
panels which are more aligned to the genetic among Africans

profile of this population |
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