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No evidence for evolution on ART in lymphatic tissues. Population-
level and phylogenetic analysis (Figure 4) did not yield any evidence of ongoing

_ _ _ _ ' ' ' ' replication during ART in any tissue sample after 2 years of ART. While the mean
suppressive antiretroviral therapy (ART) remains unresolved. LOngltUdlnaI geneth anaIySIS Of 1 ,41 O near number of mutations differed across tissues in a single animal (Figure 5A),
Detecting genetic changes associated with ongoing replication differences were not significant in pairwise comparisons. We found 3 enriched
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ART initiation, the generally unknown genetic constituents of the macaq ueS d Id nOt yleld any eVIdence Of enrichment was not du_e to clonal expansion.. At Ieas_t 40% of infected cells were

transmitted/founder variant(s) which differ between individuals, and clones that were well-mixed across mesenteric and axillary LNs.
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