SUPPLEMENTAL INFORMATION:

Supplemental Figure Legends:

Supplemental Figure 1: Integration site profiles from productively infected cells (PIC),
reactivated latently infected cells (RLIC), and non-reactivated latently infected cells
(NRLIC) from the Battivelli dataset. Heatmap depicting the fold enrichment or depletion of
integration sites in common genomic features compared to the MRC. The ‘RLIC+NRLIC’
population was compared to the PIC population. * P <0.05, ** P <0.01, *** P <(.001, **** p
< 0.0001. Infinite number (inf), 1 or more integrations were observed when 0 integrations were
expected by chance. Not a number (nan), 0 integrations were observed and 0 were expected by
chance. Related to Figure 3.
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Figure S2: Circa plot showing the distribution of integration sites on each chromosome (hg19). The rings
(from outer to inner) depict the cytoband pattern, chromosome numbers, location of integration sites in
the absence of treatment (‘No Drug’), location of integration sites in the presence of BRACO-19 (32 uM) (‘B’)
and location of integration sites in the presence of TmPyP4 (8 uM) (‘'T’).



Table S1: List of integration site datasets used in this study.

Dataset Group # of unique Cell Type Reference
integration
sites
Battivelli Productively 950 Primary CD4+ T cells | Battivelli et al.
Infected (PIC) (2018)
Reactivated 153 Primary CD4+ T cells
Latently Infected
(RLIC)
Non-Reactivated 669 Primary CD4+ T cells
Latently Infected
(NRLIC)
Achuthan Wild type (WT) 277 293T cells Achuthan et al.
LEDGF/p75 2949 293T cells (2018)
depletion (BID)
CPSF6 depletion 4431 293T cells
(A77V)
This study Untreated 2017 293T cells This study
BRACO19 (1 uM) 797 293T cells
BRACO19 (3 uM) 1073 293T cells
BRACO19 (32 uM) 759 293T cells
TMPyP4 (0.5 uM) 1223 293T cells
TMPyP4 (1 uM) 1286 293T cells
TMPyP4 (8 uM) 1302 293T cells






