S3. Analysis of founder ratios.

Joos et al * analysed viral rebound in 20 patients undergoing ART-interruption. Of these, nine
patients had sequencing data early after interruption, and 11 patients only had sequence data after
prolonged interruption. Of the nine patients with early data, three were excluded because their
pre-ART viral population was relatively homogeneous, and thus there was a high risk that two
reactivated latent cells may contain the same viral sequence and be misclassified as a single
founder. The sequences from the remaining six patients were aligned using a highlighter plot to
identify individual ‘founder’ viruses. As seen in studies of founder virus in primary infection,
some diversification had arisen between viral reactivation and the sampling of virus. Thus,
founder progeny were not always identical at all nucleotides, but may have differed by one or a

few nucleotides from the (presumed) dominant original founder sequence.
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