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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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Sample size

Data exclusions

Replication

Randomization

Blinding

seq data were mapped to the hg38 version of the human genome using Bowtie2 as implemented in PigX pipeline v0.0.20 (doi: 10.1038/
nmeth.1923). PRO-seq data were mapped to the hg38 version of the human reference genome using the STAR- 2.4.0 aligner. NET-seq data
bigWig files were downloaded from the GEO database (GSE61332), and transferred from the hg19 to hg38 genome versions using CrossMap
v0.3.8. RNA-seq data for HEK293T were mapped to the hg38 version of the human reference genome using STAR- 2.5.3. RNA-seq data for
mESC were mapped to the mm9 version of the mouse reference genome using STAR- 2.4.0. RNA-seq data were quantified using STAR
quantMode. Differential analysis was performed using DESeq2 1.24.0. SLAM-seq data was analysed using a SLAMdunk pipeline 0.3.4 (doi:
10.1038/nmeth.4435) and the RLM function from the MASS R package 7.3-51.4 (https://www.rdocumentation.org/packages/LVSmiRNA/
versions/1.22.0/topics/RLM). The complete data integration and data analysis were done in R using Bioconductor1.30.4 (doi: 10.1038/
nmeth.3252), and the following libraries: GenomicAlignments 1.20.1 (doi: 10.1371/journal.pcbi.1003118), data.table (Matt Dowle and Arun
Srinivasan, 2017), data.table: Extension of `data.frame` (R package version 1.10.4-3.), biomaRt 2.40.4 (doi: 10.1038/nprot.2009.97),
GenomicRanges 1.36.0, rtracklayer 1.44.0 (doi: 10.1093/bioinformatics/btp328), SummarizedExperiment 1.14.1 (10.18129/
B9.bioc.SummarizedExperiment), genomation 1.16.0 (doi: 10.1093/bioinformatics/btu775), and ggplot2 3.2.1 (10.1007/978-0-387-98141-3).
IGV browser shots were made with IGV version 2.4.1. Gene ontology analysis was performed with GSEA 3.0, MSigDB 6.1 ‘Biological processes’
tool. BioRad CFX Maestro software 4.0.2325.0418 was used to determine the Ct for Real-Time qPCR experiments; data was exported and
further analyzed in Microsoft Excel.

The atomic coordinates have been deposited in the Protein Data Bank under accession codes: 6IC8 for PHF3 SPOC:2xpS2 [https://www.rcsb.org/structure/6IC8],
6IC9 for PHF3 SPOC:2xpS2pS7 [https://www.rcsb.org/structure/6IC9], 6Q2V for PHF3 SPOC [https://www.rcsb.org/structure/6Q2V], 6Q5Y for PHF3 SPOC:2xpS2pS5
[https://www.rcsb.org/structure/6Q5Y]. The sequencing data generated in this study have been deposited in ArrayExpress under accession codes: E-MTAB-7498
(RNA-seq HEK293T) [https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-7498/], E-MTAB-8783 (PHF3) [https://www.ebi.ac.uk/arrayexpress/experiments/E-
MTAB-8783/], E-MTAB-8789 (Pol II F-12, TFIIS, H3K27me3) [https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-8789/], E-MTAB-7501 (PRO-seq) [https://
www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-7501/], E-MTAB-8278 (Pro-seq elongation rate) [https://www.ebi.ac.uk/arrayexpress/experiments/E-
MTAB-8278/], E-MTAB-7898 [https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-7898/] and E-MTAB-7899 (SLAM-seq) [https://www.ebi.ac.uk/
arrayexpress/experiments/E-MTAB-7899/], E-MTAB-7526 (RNA-seq mESC) [https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-7526/]. The mass
spectrometry proteomics data generated in this study have been deposited in the ProteomeXchange Consortium via the PRIDE partner repository under accession
code PXD026292. The processed mass spectrometry and sequencing data are provided in Supplementary Data 1-6. All the raw data generated in this study are
provided in Supplementary Data 7. Atomic coordinates used in this study are available in the Protein Data Bank under accession codes 2RT5 [https://www.rcsb.org/
structure/2RT5], 4BY7 [https://www.rcsb.org/structure/4BY7], 5KXF [https://www.rcsb.org/structure/5KXF], 5IYB [https://www.rcsb.org/structure/5IYB], 6GMH
[https://www.rcsb.org/structure/6GMH], [6IC8 https://www.rcsb.org/structure/6IC8]. The NET-seq data used in this study are available in GEO under accession
code GSE61332 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE61332]. The ATAC-seq data used in this study are available in ArrayExpress under
accession code E-MTAB-6195 [https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-6195/]. H3K4me3 ChIP-seq data used in this study are available from
ENCODE under accession code ENCSR000DTU [https://www.encodeproject.org/experiments/ENCSR000DTU/]. REST ChIP-seq data used in this study are available
from ENCODE under accession code ENCSR896UBV [https://www.encodeproject.org/search/?searchTerm=ENCSR896UBV].

No statistical methods were used to predetermine sample size. All experiments have been performed minimally as triplicates, because
triplicate experimental design allows for outlier detection (detection of failed experiments). Triplicate experiments per biological condition are
sufficient for ascertaining statistical significance with the fold change of interest (e.g., 2-fold change).

No data were excluded from the analyses.

All attempts at replication were successful. All experiments were replicated three to six times.

Randomization was not used, as it is not applicable to the experiments performed in this study. Randomization is required for in vivo
experiments, while all experiments in this manuscript were performed in vitro.

The investigators were not blinded during data acquisition or analysis as this is not required for the experiments performed in this study.
Analyses were done in an automated fashion eliminating human bias.
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Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Validation

For Western blotting: Anti-FLAG M2-peroxidase clone M2 (1:10000; Sigma A8592), rabbit anti-PHF3 (1:500; Sigma HPA025763),
rabbit anti-pS2 Pol II (1:1000; Bethyl laboratories A300-654A), rat anti-pS2 Pol II clone 3E10 (1:1000; Millipore 04-1571), mouse anti-
pS5 Pol II clone 4H8 (1:1000; Cell Signaling 2629), rat anti-pS7 Pol II clone 4E12 (1:1000; Millipore 04-1570), rat anti-pS5 Pol II clone
3E8 (1:1000; Millipore 04-1572), mouse anti-Pol II clone F-12 (1:1000; Santa Cruz sc-55492), mouse 8WG16 (1:1000; ab817), rabbit
anti-TFIIF (1:1000; ab28179), mouse anti-TCEA1 (1:1000; Santa Cruz sc-393439), mouse anti-"-tubulin clone B512 (1:5000; Sigma
T6074), mouse anti-GFP clone 2B6 (1:1000; Egon Ogris lab) and rabbit anti-GFP (1:1000; ab290), rabbit anti-SPT6 (1:1000; Novus
NB100-2582), mouse anti-DSIF (1:1000; BD 611107), rabbit anti-PAF1 (1:1000; ab20662), rabbit anti-SPT16 (1:1000; Santa Cruz
sc-28734), mouse anti-SSRP1 (1:1000; ab26212).

For immunofluorescence: mouse anti-FLAG M2 (1:500; Sigma F1804), rabbit anti-PHF3 (1:100; Sigma HPA025763), rabbit anti-#-
Tubulin III TuJ1 (1:500; Sigma T2200), mouse anti-GFAP (1:500; Sigma G3893), rat anti-pS2 Pol II clone 3E10 (1:500; Millipore
04-1571), rat anti-pS5 Pol II clone 3E8 (1:1000; Millipore 04-1572), rabbit anti-GFP (1:500; ab290), mouse anti-Pol II clone F-12
(1:200; Santa Cruz sc-55492), rabbit anti-H3K27me3 (1:500; Millipore 07-449).

Secondary HRP-conjugated antibodies for Western blotting (Jackson ImmunoResearch goat anti-rabbit 111-035-008, goat anti-mouse
115-035-008, goat anti-rat 112-035-008) were used at 1:10000 dilution.

Secondary Alexa Fluor® antibodies for immunofluorescence (Invitrogen goat anti-mouse Alexa Fluor 488 A11001, goat anti-rabbit
Alexa Fluor 488 A11008, goat anti-mouse Alexa Fluor 568 A11004, goat anti-rabbit Alexa Fluor 568 A11011, goat anti-rat Alexa Fluor
594 A11007) were used at 1:500 dilution.

Antibodies were validated by the manufacturer and used extensively in the literature or validated in this manuscript.

Mouse anti-FLAG M2 (Sigma) - Manufacturer's statement on Specificity: 'Detects a single band of protein on a western blot from an
E. coli crude cell lysate.'

Rabbit anti-PHF3 (Atlas Antibodies) - validated in this manuscript by showing no signal in PHF3 KO (WB and IF) and specific
recognition of in vitro purified PHF3 (WB)

Rat phosphoCTD 3E8, 3E10, 4E12 were validated in DOI: 10.1126/science.1145977

Mouse anti-Pol II 4H8 (Cell Signaling) - Manufacturer's statement on Specificity: 'Rpb1 CTD (4H8) Antibody detects endogenous levels
of total Rpb1 protein (both phosphorylated and unphosphorylated forms).'

Mouse anti-Pol II F-12 (Santa Cruz) - used in >30 publications and validated in this manuscript using purified Pol II complex in WB and
in ChIP

Mouse anti-Pol II 8WG16 (abcam) - validated in this manuscript using purified Pol II complex (WB)

Rabbit anti-TFIIF (abcam) - validated in this manuscript using purified TFIIF (WB)

Rabbit anti-H3K27me3 (Millipore) - validated by the manufacturer: 'Protein A purified antibody is dot blot tested for trimethylated
lysine 27 specificity and validated in WB, ICC, IP.'

Mouse anti-TCEA1 (Santa Cruz) - validated in this manuscript using purified TFIIS (WB)

Mouse anti-TCEA1 (abcam) - validated in this manuscript by ChIP

Mouse anti-"-tubulin clone B512 (Sigma) - used in >100 publications

Mouse anti-GFP 2B6 (Egon Ogris) - Evaluated by Western Blotting in lysates from HeLa cells transfected with GFP. Western Blotting
Analysis: 1 µg/mL of this antibody detected GFP in lysates from HeLa cells transfected with GFP.

Mouse anti-GFP (abcam) - Manufacturer's statement on Specificity: 'On Western blot the antibody detects the GFP fraction from cell
extracts expressing recombinant GFP fusion proteins and has also been shown to be useful on mouse sections fixed with formalin. In
Immunocytochemistry, the antibody gives a very good signal on recombinant YES-GFP chimeras expressed in COS cells (McCabe et al.
1999). It is routinely used in Immunoprecipitation (IP) and IP-Western protocols and has been used successfully in HRP
Immunohistochemistry at 1:200 on whole-mount mouse embryos. This antibody is reactive against all variants of Aequorea victoria
GFP such as S65T-GFP, RS-GFP and EGFP.'

Rabbit anti-SPT6 (Novus) - Validated by the manufacturer using siRNA knockdown to confirm the specificity of Spt6 antibody in C2C12
myoblasts

Mouse anti-DSIF (BD) - Manufacturer's statement: 'This antibody is routinely tested by western blot analysis.'

Rabbit anti-PAF1 (abcam) - Manufacturer's statement (WB): 'ab20662 recognizes a band at approximately 80kDa, which corresponds
in size to PAF1 / PD2. Although it has a calculated molecular weight of ~60kDa, several groups have shown that it migrates at a size of
80-90kDa (see Moniaux, et.al., Oncogene Feb. 2006, Yart et.al., Mol Cell Biol 25:5052-60, 2005, and Rozenblatt-Rosen, et.al., Mol Cell
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Eukaryotic cell lines
Policy information about cell lines

Cell line source(s)
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Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

ChIP-seq

Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links
May remain private before publication.

Files in database submission

Biol 25:612-20, 2005). There is also a smaller band at ~73kDa which may be a degradation product. Both bands are competed away
by the addition of immunizing peptide, suggesting that the interaction is specific.'

Rabbit anti-#-Tubulin III TuJ1 (Sigma) - knockout validation by the manufacturer

Mouse anti-GFAP (Sigma) - Manufacturer's statement on Specificity: 'The antibody reacts specifically with GFAP in immunoblotting
assays and labels astrocytes, Bergmann glia cells and chondrocytes of elastic cartilage in immunohistochemical staining. The antibody
reacts with glial specific antigen in frozen or alcohol-fixed tissue sections.'

HEK293T were obtained from ATCC. Rex1GFPd2::Cas9 (RC9) ES cells were used that carry a destabilized GFP-reporter for
Rex1-expression and a stably expressed Cas9 transgene integrated into the Rosa26 locus (doi: 10.1038/ncb2267; doi:
10.1016/j.celrep.2018.06.027). SF9 (94-001F) were from Expression Systems.

mESCs were authenticated by measuring the expression of known pluripotency marker genes by qPCR. HEK293T and SF9
were not authenticated.

The cell lines tested negative for Mycoplasma contamination based on MycoAlert Mycoplasma detection kit (Lonza), DAPI
staining and PCR.

No commonly misidentified cell lines were used in this study.

http://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-8783

Username: Reviewer_E-MTAB-8783

Password: xkdthhga

http://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-8789

Username: Reviewer_E-MTAB-8789

Password: trhreba1

ChIP_HEK_KO_input_br1.fastq.gz

ChIP_HEK_KO_input_br2.fastq.gz

ChIP_HEK_KO_input_br3.fastq.gz

ChIP_HEK_KO_pSer2_br1.fastq.gz

ChIP_HEK_KO_pSer2_br2.fastq.gz

ChIP_HEK_KO_pSer2_br3.fastq.gz

ChIP_HEK_KO_pSer5_br1.fastq.gz

ChIP_HEK_KO_pSer5_br2.fastq.gz

ChIP_HEK_KO_pSer5_br3.fastq.gz

ChIP_HEK_KO_pSer7_br1.fastq.gz

ChIP_HEK_KO_pSer7_br2.fastq.gz

ChIP_HEK_KO_pSer7_br3.fastq.gz

ChIP_HEK_SPOC_input_br1.fastq.gz

ChIP_HEK_SPOC_input_br2.fastq.gz

ChIP_HEK_SPOC_input_br3.fastq.gz

ChIP_HEK_SPOC_pSer2_br1.fastq.gz

ChIP_HEK_SPOC_pSer2_br2.fastq.gz

ChIP_HEK_SPOC_pSer2_br3.fastq.gz

ChIP_HEK_SPOC_pSer5_br1.fastq.gz

ChIP_HEK_SPOC_pSer5_br2.fastq.gz

ChIP_HEK_SPOC_pSer5_br3.fastq.gz

ChIP_HEK_SPOC_pSer7_br1.fastq.gz

ChIP_HEK_SPOC_pSer7_br2.fastq.gz

ChIP_HEK_SPOC_pSer7_br3.fastq.gz

ChIP_HEK_WT_input_br1.fastq.gz

ChIP_HEK_WT_input_br2.fastq.gz
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Genome browser session
(e.g. UCSC)

Methodology

Replicates

Sequencing depth

ChIP_HEK_WT_input_br3.fastq.gz

ChIP_HEK_WT_PHF3_br1.fastq.gz

ChIP_HEK_WT_PHF3_br2.fastq.gz

ChIP_HEK_WT_PHF3_br3.fastq.gz

ChIP_HEK_WT_PHF3.GFP_br1.fastq.gz

ChIP_HEK_WT_PHF3.GFP_br2.fastq.gz

ChIP_HEK_WT_PHF3.GFP_br3.fastq.gz

ChIP_HEK_WT_pSer2_br1.fastq.gz

ChIP_HEK_WT_pSer2_br2.fastq.gz

ChIP_HEK_WT_pSer2_br3.fastq.gz

ChIP_HEK_WT_pSer5_br1.fastq.gz

ChIP_HEK_WT_pSer5_br2.fastq.gz

ChIP_HEK_WT_pSer5_br3.fastq.gz

ChIP_HEK_WT_pSer7_br1.fastq.gz

ChIP_HEK_WT_pSer7_br2.fastq.gz

ChIP_HEK_WT_pSer7_br3.fastq.gz

ChIP_HEK_KO_F12_br1.fastq.gz

ChIP_HEK_KO_F12_br2.fastq.gz

ChIP_HEK_KO_F12_br3.fastq.gz

ChIP_HEK_KO_H3K27me3_br1.fastq.gz

ChIP_HEK_KO_H3K27me3_br2.fastq.gz

ChIP_HEK_KO_H3K27me3_br3.fastq.gz

ChIP_HEK_KO_TFIIS_br1.fastq.gz

ChIP_HEK_KO_TFIIS_br2.fastq.gz

ChIP_HEK_KO_TFIIS_br3.fastq.gz

ChIP_HEK_SPOC_F12_br1.fastq.gz

ChIP_HEK_SPOC_F12_br2.fastq.gz

ChIP_HEK_SPOC_F12_br3.fastq.gz

ChIP_HEK_SPOC_H3K27me3_br1.fastq.gz

ChIP_HEK_SPOC_H3K27me3_br2.fastq.gz

ChIP_HEK_SPOC_H3K27me3_br3.fastq.gz

ChIP_HEK_SPOC_TFIIS_br1.fastq.gz

ChIP_HEK_SPOC_TFIIS_br2.fastq.gz

ChIP_HEK_SPOC_TFIIS_br3.fastq.gz

ChIP_HEK_WT_F12_br1.fastq.gz

ChIP_HEK_WT_F12_br2.fastq.gz

ChIP_HEK_WT_F12_br3.fastq.gz

ChIP_HEK_WT_H3K27me3_br1.fastq.gz

ChIP_HEK_WT_H3K27me3_br2.fastq.gz

ChIP_HEK_WT_H3K27me3_br3.fastq.gz

ChIP_HEK_WT_TFIIS_br1.fastq.gz

ChIP_HEK_WT_TFIIS_br2.fastq.gz

ChIP_HEK_WT_TFIIS_br3.fastq.gz

http://bimsbstatic.mdc-berlin.de/akalin/vfranke/DSla/UCSC_Hub/hub.txt

Every ChIP experiment was repeated three times.

ChIP_HEK_KO_input_br1.fastq.gz 98693211

ChIP_HEK_KO_input_br2.fastq.gz 78975438

ChIP_HEK_KO_input_br3.fastq.gz 71763476

ChIP_HEK_KO_pSer2_br1.fastq.gz 88830336

ChIP_HEK_KO_pSer2_br2.fastq.gz 68005778

ChIP_HEK_KO_pSer2_br3.fastq.gz 120742894

ChIP_HEK_KO_pSer5_br1.fastq.gz 138756669

ChIP_HEK_KO_pSer5_br2.fastq.gz 92270343

ChIP_HEK_KO_pSer5_br3.fastq.gz 50893403

ChIP_HEK_KO_pSer7_br1.fastq.gz 76500113

ChIP_HEK_KO_pSer7_br2.fastq.gz 37684345

ChIP_HEK_KO_pSer7_br3.fastq.gz 79759210

ChIP_HEK_SPOC_input_br1.fastq.gz 64916438

ChIP_HEK_SPOC_input_br2.fastq.gz 60512158

ChIP_HEK_SPOC_input_br3.fastq.gz 49318478

ChIP_HEK_SPOC_pSer2_br1.fastq.gz 64351575

ChIP_HEK_SPOC_pSer2_br2.fastq.gz 98071566

ChIP_HEK_SPOC_pSer2_br3.fastq.gz 36762463
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Antibodies

Peak calling parameters

Data quality

Software

ChIP_HEK_SPOC_pSer5_br1.fastq.gz 41726733

ChIP_HEK_SPOC_pSer5_br2.fastq.gz 38800532

ChIP_HEK_SPOC_pSer5_br3.fastq.gz 129376989

ChIP_HEK_SPOC_pSer7_br1.fastq.gz 113692371

ChIP_HEK_SPOC_pSer7_br2.fastq.gz 72801628

ChIP_HEK_SPOC_pSer7_br3.fastq.gz 58171917

ChIP_HEK_WT_input_br1.fastq.gz 58791462

ChIP_HEK_WT_input_br2.fastq.gz 54665065

ChIP_HEK_WT_input_br3.fastq.gz 62102968

ChIP_HEK_WT_PHF3_br1.fastq.gz 57096873

ChIP_HEK_WT_PHF3_br2.fastq.gz 56629853

ChIP_HEK_WT_PHF3_br3.fastq.gz 107872226

ChIP_HEK_WT_PHF3.GFP_br1.fastq.gz 56737845

ChIP_HEK_WT_PHF3.GFP_br2.fastq.gz 56727743

ChIP_HEK_WT_PHF3.GFP_br3.fastq.gz 105137385

ChIP_HEK_WT_pSer2_br1.fastq.gz 82242848

ChIP_HEK_WT_pSer2_br2.fastq.gz 70419230

ChIP_HEK_WT_pSer2_br3.fastq.gz 81654226

ChIP_HEK_WT_pSer5_br1.fastq.gz 71014932

ChIP_HEK_WT_pSer5_br2.fastq.gz 41335283

ChIP_HEK_WT_pSer5_br3.fastq.gz 77433075

ChIP_HEK_WT_pSer7_br1.fastq.gz 74516915

ChIP_HEK_WT_pSer7_br2.fastq.gz 82588738

ChIP_HEK_WT_pSer7_br3.fastq.gz 65911520

ChIP_HEK_KO_F12_br1.fastq.gz 37162488

ChIP_HEK_KO_F12_br2.fastq.gz 104803736

ChIP_HEK_KO_F12_br3.fastq.gz 53812071

ChIP_HEK_KO_H3K27me3_br1.fastq.gz 42478255

ChIP_HEK_KO_H3K27me3_br2.fastq.gz 59452564

ChIP_HEK_KO_H3K27me3_br3.fastq.gz 75319392

ChIP_HEK_KO_TFIIS_br1.fastq.gz 51473248

ChIP_HEK_KO_TFIIS_br2.fastq.gz 49801115

ChIP_HEK_KO_TFIIS_br3.fastq.gz 45876864

ChIP_HEK_SPOC_F12_br1.fastq.gz 36758255

ChIP_HEK_SPOC_F12_br2.fastq.gz 51436437

ChIP_HEK_SPOC_F12_br3.fastq.gz 52387158

ChIP_HEK_SPOC_H3K27me3_br1.fastq.gz 41866879

ChIP_HEK_SPOC_H3K27me3_br2.fastq.gz 43870747

ChIP_HEK_SPOC_H3K27me3_br3.fastq.gz 80844969

ChIP_HEK_SPOC_TFIIS_br1.fastq.gz 48600334

ChIP_HEK_SPOC_TFIIS_br2.fastq.gz 46494317

ChIP_HEK_SPOC_TFIIS_br3.fastq.gz 45231045

ChIP_HEK_WT_F12_br1.fastq.gz 39825150

ChIP_HEK_WT_F12_br2.fastq.gz 61454585

ChIP_HEK_WT_F12_br3.fastq.gz 62815966

ChIP_HEK_WT_H3K27me3_br1.fastq.gz 50916318

ChIP_HEK_WT_H3K27me3_br2.fastq.gz 39224745

ChIP_HEK_WT_H3K27me3_br3.fastq.gz 83942510

ChIP_HEK_WT_TFIIS_br1.fastq.gz 52725884

ChIP_HEK_WT_TFIIS_br2.fastq.gz 64189909

ChIP_HEK_WT_TFIIS_br3.fastq.gz 42812037

Pol II F-12 (Santa Cruz sc-55492)

pSer2 (3E10)

pSer5 (3E8)

pSer7 (4E12)

TFIIS (ab185947)

H3K27me3 (Millipore 07-449)

GFP (Abcam ab290)

Peak calling software was not used for the analysis of ChIP-seq data. DESeq2 was used to estimate the enrichment in different
genomic regions, measured as log2 ChIP / Input.

Data quality assessment is provided in Extended Data Figure 8.

ChIP-seq data were mapped to the hg38 version of the human genome using Bowtie2 (doi: 10.1038/nmeth.1923). R and Python
scripts will be made available upon request.




