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BAC KG ROU N D 63 year old man with longstanding HIV infection with HIV <50 ¢/ml plasma for >10y
With undifferentiated adenocarcinoma unknown primary, metastatic to liver and lung
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Integration site analysis

HIV was extracted from cell associated DNA and Clones of HIV Infected Cells Have a
integration sites identified as previously described W|de An atomic Distribution

Integration sites were identified and quantified
(Maldarelli et al., 2014)

HIV DNA sequence analysis
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* In general effector memory population has more cells in clones

* Clones are present in numerous tissues

DNA from cells from tissue samples obtained at autopsies (expiration from primary effusion lymphoma) were extracted and
subjected to integration site analysis. Clones were identified in lymphoid and non lymphoid tissues; proviruses with identical
integration sites were identified in various tissues as indicated by the host gene into which the provirus integrated.
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* Clinical events (e.g., neoplasms) may drive clonal expansion
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