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Fig. S1. Comparisons of frequencies of intact proviruses and inducible proviruses. 
Scatter plot showing the frequencies of intact proviruses and inducible proviruses measured by NFL sequencing and Q2VOA, respectively. 
Each dot represents a different participant. Horizontal bars indicate median values. 
Statistical significance was determined using two-tailed Mann-Whitney U test. 
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Fig. S2. Comparisons of different reservoir measurements. 
Bar graph showing the proportion of env+ proviruses, near full size proviruses, intact proviruses, and inducible proviruses within gag+ proviruses population. 
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Fig. S3. HIV-1 env sequences diversity.
Scatter plot showing HIV-1 env sequence diversity from Q2VOA or NFL sequencing measured by average pairwise nucleotide distance. 
Each dot represents a different participant. Horizontal bars indicate median values. 
Statistical significance was determined using two-tailed Mann-Whitney U test. 
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Fig. S4. Phylogenetic trees of env sequences. 
Maximum-likelihood phylogenetic trees of env sequences obtained from Q2VOA at the pre-infusion (green) and week 12 (blue), 
NFL at the pre-infusion (purple) and week 12 (orange), and rebound viruses from SGA or outgrowth cultures (red). 
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Fig. S5. Correlation between shared sequences from two methods and clonality. 
Scatter plot showing Pearson correlation between the percentage of clones and percentage of overlap between Q2VOA and NFL sequencing. 
Each dot represents a different participant. 
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Fig. S6. Number of CD4+ T cells tested.  
Scatter plot showing the number of CD4+ T cells tested in Q2VOA and NFL sequencing. Each dot represents a different participant. 
Horizontal bars indicate median values. Statistical significance was determined using two-tailed Mann-Whitney U test. 
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Fig. S7. Relationship between latent and rebound sequences.
Histograms show the proportion of env sequences (y-axis) and number of mutations (x-axis). 
The blue bars represent the Hamming distance between rebound and NFL/Q2VOA sequences. 
The grey bars represent the predicted distance between rebound and NFL/Q2VOA sequences based on a simulation of mutation accumulation 
during the ATI period for each participant. 
Yellow bars represent the predicted distance between the rebound and NFL/ Q2VOA sequences when the possibility of recombination is included. 
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Fig. S8. Process used to identify intact and defective proviruses.  
Assembled sequences were aligned to the HXB2 genome to identify premature stop codons, out-of-frame insertions or deletions (indel), 
or packaging signal (Ψ) and the major splice donor (MSD) site deletions and mutations. 
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