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- A list of figures that have associated raw data
- A description of any restrictions on data availability
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Antibodies
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All mass spectrometry raw data generated in this study have been deposited to the MassIVE public repository under accession code MSV000087568 (https://
massive.ucsd.edu/ProteoSAFe/dataset.jsp?task=8ae3c02d42bf4dc8a98b67ec63ca13b4) and the ProteomeXchange repository under accession code PXD026473
(http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD026473). MapR, CUT&RUN, and RNA-Seq sequencing data and processed tracks generated
in this study have been deposited in the NCBI GEO database under accession code GSE171401 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE171401).
RNA-Seq data for WT mESCs used in this study is available in the NCBI GEO database under accession code GSE160578 https://www.ncbi.nlm.nih.gov/geo/query/
acc.cgi?acc=GSE160578).

No sample size calculations were performed. All sequencing experiments were performed with biological replicates as is the norm in the field.

No data was excluded from analysis

MapR and CUT&RUN experiments were performed with two biological replicates. RNA-Seq and TurboID experiments were performed with
three biological replicates. All replicates produced similar results.

This study does not involve participant groups and therefore randomization was not needed

This study does not involve participant groups and therefore blinding was not needed

Monoclonal ANTI-FLAG M2 antibody: Millipore Sigma F1804

TOP1 antibody: BIO-RAD VMA00359

ATRX antibody (H-300): Santa Cruz Biotechnology Sc-15408

GAPDH (14C10): antibody Cell Signaling Technology 2118S

Actin antibody: Millipore Sigma A2066

Anti-!-Tubulin Mouse mAb (DM1A): Millipore Sigma CP06

ADNP antibody: Our Lab




