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BACKGROUND
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latent viral reservoir persists in people with HIV (PWH) in
the form of integrated viral DNA known as a provirus.’
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A recombinase, Brec1, recognizes a highly conserved
sequence (loxBTR) found in the long-terminal repeats
(LTRs) that flank the provirus.?

* Simian-human immunodeficiency viruses (SHIVs) are
chimeric viruses that recapitulate HIV-1 infection In
nonhuman primate (NHP) models.® However, SHIVs are
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RNA was extracted and sequenced. candidate barcoded virus replication compared to the parental strain.



