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HIV-1 is_a representative virus with high mutation and adaptation abilities.

Understanding the HIV-1 adaptation process leads to the establishment of effective strategies to
control viral replication. We have identified various synonymous mutations that affect HIV-1
replication ability based on the HIV-1 sequence database analysis. In this study, we newly found
that five synonymous single-nucleotide mutations around the splicing acceptor 3 (SA3) site reduce
HIV-1 replication ability. Worthy of note, one of the five mutations suppressed multi-cycle HIV-1
replication without affecting infectivity and virion production in single-cycle assay systems. This
result suggests that there may be a novel regulatory region on the HIV-1 genome and an unknown
restriction machinery in host cells. Elucidation of the molecular basis underlying the inhibition of
HIV-1 replication by the single-nucleotide mutation around the SA3 site is underway in our

laboratory.
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