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Data
Policy information about availability of data

All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender

Reporting on race, ethnicity, or
other socially relevant groupings

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

All the raw data used for quantification and statistical analyses are available from the corresponding author upon request.

N/A

N/A

N/A

N/A

N/A

The sample size was determined based on the size of the standard deviation and the reproducibility of the data. All the sample numbers are
provided. Statistical analyses were performed with data obtained from at least three independent experiments.

No data points were excluded from quantifications.

All experiments were successfully reproduced at least three times. In all cases, the results reliably support conclusions stated in the
manuscript.

For quantifying immunostained samples and chromosome spreads, images were taken randomly from undefined areas. All the samples
acquired were quantified to generate the data shown in the manuscript.

Acquisition of images and quantifications were conducted in a blinded manner.
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Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Clinical data

Dual use research of concern

Plants

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Validation

Eukaryotic cell lines
Policy information about cell lines and Sex and Gender in Research

Cell line source(s)

Authentication

Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

Clinical data
Policy information about clinical studies

All manuscripts should comply with the ICMJEguidelines for publication of clinical research and a completedCONSORT checklist must be included with all submissions.

Clinical trial registration

Study protocol

Data collection

Outcomes

Flow Cytometry

Plots

Confirm that:

The axis labels state the marker and fluorochrome used (e.g. CD4-FITC).

The axis scales are clearly visible. Include numbers along axes only for bottom left plot of group (a 'group' is an analysis of identical markers).

All plots are contour plots with outliers or pseudocolor plots.

A numerical value for number of cells or percentage (with statistics) is provided.

Methodology

Sample preparation

Instrument

All the antibodies used in this study are listed in the Supplementary Table 3 with Source information and catalog numbers. All
antibodies are available upon request.

All the antibodies used in this study were either internally controlled, validated by siRNA, or previously published. For the VprBP,
antibody, an antibody blocking was performed to confirm the validity of the antibody.

U2OS and HEK293T cells were purchased from American Type Culture Collection (ATCC) and cultured as recommended by
ATCC. CEM-SS and TZM-bl cells were obtained through the NIH HIV Reagent Program. human CD4+ T cells were purified and
validated by flow cytometry. PBMCs from HIV-positive patients were obtained through the NIH clinical center.

Cells have been authenticated by the vendor and used as low passage cell lines for experiments. No further authentication
was performed for cell lines from ATCC.

No mycoplasma contamination was found.

No commonly misidentified cell lines were used.

N/A

N/A

N/A

N/A

CD4+ T cells were purified using the EasySep human CD4+ T-cell isolation kit (STEMCELL Technologies)

BD LSRFortessa




