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First, we have established DNA-probe based viral sequence enrichment
protocol for HIV-1 transcriptomic analysis by using cell lines. The efficiency was very high. We
could enrich viral transcripts with more than 1,000 times.

Then, we applied the new protocol for clinical sample. We analyzed PBMCs from HIV-1-infected
individuals. We analyzed them before and after cART. We found that even before cART, we could not
detect enough number of HIV-1 transcripts even after enrichment.

We concluded that even our current is not good enough to detect HIV-1 RNA from clinical samples,
especially PBMCs. We need to increase sensitivity or analyze different samples such as lymph nodes.
We are going to continue this research h to make further progress.
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