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Studies to search for the process from the birth of AIDS virus in the heart of
African continent to its pandemic transmission route to the whole world
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Concerning the origin of HIV, 1t is generally believed that the virus might
have been generated somewhere in the central part of African continent because its current genetic
diversity is the highest there. We attempted to elucidate its birth place and the transmission route

how the subsequent AIDS pandemic occurred to the whole world by visiting several places in the
Congo basin and examinin? the distribution profiles of the viral genotypes historically and
molecular epidemiologically. The respective districts showed their own regional specific patterns,
and we finally clarified that the most spreaded subtype B(D) in the developed countries can be still
existing in eastern part of Democratic Republic of Congo. We also investigated into the HIV drug
resistances and found that the invasion of drug resistant mutations is unexpectedly limited in the
Congo basin but that the viral genome is even now dynamically changing by recombination as well as
vigorous mutations.
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