LIMITED EVOLUTION OF THE VIRAL RESERVOIR IN A NONHUMAN PRIMATE MODEL OF ELITE CONTROL
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* Because this phenotype resembles elite control of HIV in g= 10 ART for 60 weeks, with humans on long term ART
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(A. Bender et al. 2019), and with human elite
controllers (A. Kwaa et al. 2020). Open circles
represent wells which had intact genomes with a
frequency below the limit of detection of the assay
and represent the maximum possible number of
intact genomes.

humans, we are investigating how the latent reservoir persists Table 1: Mutations of known significance in full length intact AGY

in this unique context. proviral sequences

CONCLUSIONS
e The smaller reservoirs of AGY-elite controllers relative to those of

METHODS
e We studied 4 male PTMs infected with AGY for >5 yrs. 3
maintained undetectable levels of plasma viral RNA (<15

ART-treated noncontrollers is similar to reservoir sizes of human

elite controllers compared to those of ART-treated noncontrollers
(A. Kwaa et al. 2020).
* The presence of CTL escape mutations in the partial controller
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controller). LI45 (Elite AGY-controller) 100

* We used the SIV intact proviral DNA assay (IPDA) to measure

@ U/46 (Elite AGY-controller) demonstrates that the CTL response can be a potent driver of virus

the number of intact proviruses in blood and lymph nodes,

. LJ47 (Partial AGY-controller) evolution in reservoirs.

151 and 165 weeks post-infection, respectively.

The minimal sequence changes in proviruses from AGY-elite
* We developed a novel assay for full-length sequencing of SIV 9 & P

oroviruses that uses 4 overlapping, non-multiplexed PCR controllers suggest a marked restriction of productive replication.
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