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For establishing cure strategies for HIV-1 infections, it is important to elucidate the details
of characteristics and heterogeneity of HIV-1-infected cells in vivo. To investigate multiple
features of HIV-1-producing cells in vivo, we used a hematopoietic—stem—cel| transplanted humanized
mice infected with GFP-coding replication-competent HIV-1 and performed multi-omics analysis.
Genome-wide HIV-1 integration-site analysis reveals that productive HIV-1 infection preferentially
occur in cells with viral integration into transcriptionally active genomic regions. Bulk
transcriptome analysis reveals that high level expression of viral mRNA in HIV-1-infected cells

Single-cel | transcriptome analysis shows the heterogeneity of HIV-1-infected cells, includingcells
with high expression of CXCL13 and cells with low expression of interferon-stimulated genes. These
two sub-population can contribute to efficient viral spread in vivo. Our findings describe multiple
features of HIV-1-producing cells in vivo, which would provide clues for the establishment of an
HIV-1 cure strategy.
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