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Antibodies
Antibodies used

Quigley CRPC RNA-seq data is available at http://davidquigley.com/prostate.html.

RNA-Seq of VCaP cells with AR knockdown is from GSE82223 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE82223).

VCaP xenograft RNA-Seq data is from GSE56829 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE56829).

LNCaP RNA-Seq data is from GSE125014 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE125014) and GSE114267(https://www.ncbi.nlm.nih.gov/geo/
query/acc.cgi?acc=GSE114267).

LNCaP Hi-C data is from GSE105557 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE105557).

ATAC-Seq data of TCGA pan-cancer tissues are available at https://gdc.cancer.gov/about-data/publications/ATACseq-AWG.

H3K27ac ChIP-Seq in cancer cell lines are downloaded from ENCODE (https://www.encodeproject.org/chip-seq-matrix/?
type=Experiment&replicates.library.biosample.donor.organism.scientific_name=Homo%20sapiens&assay_title=Histone%20ChIP-seq&assay_title=Mint-ChIP-
seq&status=released).

Whole-genome bisulfite sequencing data of PCa tissues are from https://ngdc.cncb.ac.cn/gsa-human/browse/HRA000099.

VCaP GRO-Seq data is from https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE84432.

AR and BRD4 ChIP-Seq data of VCaP cells are from GSE55062 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE55062).

AR ChIP-Seq data of LNCaP cells is from GSE83860 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83860)

In order to determine differences in MYC expression noted and based on the variability between individual mice we estimated the number of
animals per experimental group for xenograft studies needed to provide statistical significance based on a student "t" test.

No data was excluded from the analyses.

For each experiment, all attempts at replication were successful.

Randomization was not considered within the experimental groups tested.

The animal experiments were conducted as a blinded study by technicians and were unknowing of the origins of the cells being tested.

MYC Santa Cruz sc-764 (ChIP-Seq, 4ug; IHC, 1:2,500)

MYC Abcam ab32072 (ChIP-qPCR, 4ug; Western blotting, 1:1,000)

AR Santa Cruz sc-816 (HiChIP, 5ug)

AR Abcam Ab74272 (ChIP-qPCR, 4ug; Western blotting, 1:1,000)

H3K27Ac Abcam ab4729 (ChIP-Seq, 4ug; HiChIP, 5ug)

H3K27Ac DIAGENODE Cat. C15410196 (ChIP-qPCR, 4ug)

Beta-Actin (Abcam, Cat. Ab6276, Western blotting, 1:1,000)
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Eukaryotic cell lines
Policy information about cell lines

Cell line source(s)

Authentication

Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research

Laboratory animals

Wild animals

Field-collected samples

Ethics oversight

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

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

Genome browser session
(e.g. UCSC)

Flag-M2 (Sigma Aldrich, Cat. F3165, Western blotting, 1:1,000 )

MED1 (Bethyl, A300-793A, Western blotting, 1:1,000 )

Control IgGs (Santa Cruz: normal rabbit IgG, Cat. sc-2027, ChIP-qPCR, 4ug)

The antibodies have been validated in other studies, the link of which could be found in the manufacturer's website.

LNCaP ATCC CRL-1740

VCaP ATCC CRL-2876

We utilized ATCC services following extended passages to authenticate by utilizing Short Tanden Repeat (STR) profiling.
Sequences were amplified 17 STR loci plus Amelogenin using Promega’s PowerPlex® 18D System. A comprehensive analysis
report interprets both karyotypically normal and abnormal cell lines, includes a electropherograms supporting the allele calls
at each locus, known reference profiling against the ATCC STR database and a comprehensive interpretation of results.

All cell lines were tested for mycoplasma contamination using MycoAlert™ Mycoplasma Detection Kit (LT07-118, Lonza). No
mycoplasma contamination was detected in these cell lines.

No cell lines used in this study are listed in the database of commonly misidentified cell lines maintained by ICLAC.

Six- to eight-week-old male ICR/scid mice (IcrTac:ICR-Prkdc<scid>) from Taconic (Taconic Biosciences, Inc., 273 Hover Avenue,
Germantown, NY 12526, USA) were used to generate PCa xenografts. The mice are housed in Allentown HEPA-filtered, individually
ventilated cages with ducted HEPA exhaust and automatic watering. Irradiated food and hyperchlorinated, reverse osmosis water are
provided to all cages. Rodent racks, cages, and bedding are autoclaved in double-door bulk autoclaves prior to use. The mice were
injected subcutaneously with 2 million VCaP cells in 50% Matrigel. When Xenografts reached ~1000 mm3, biopsies were obtained.
Additional biopsies were obtained 4 d after castration, and the tumors were harvested at relapse (3 weeks).

The study did not involve any wild animal.

The study did not involve any sample collected from the field.

All animal experiments were approved by Beth Israel Deaconess Medical Center (BIDMC) Institutional Animal Care and Use
Committee (IACUC) and were performed in accordance with institutional and national guidelines.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE157107

GSM4753165 H3K27ac-VCAP-24hr

GSM4753166 H3K27ac-VCAP-2hr

GSM4753167 H3K27ac-VCAP-Veh

GSM4753168 VCAP_H3K27AC_DHT_ENZ_REP1

GSM4753169 VCAP_H3K27AC_DHT_ENZ_REP2

GSM4753170 VCAP_H3K27AC_DHT_ENZ_REP3

GSM4753171 VCAP_H3K27AC_DHT_REP1

GSM4753172 VCAP_H3K27AC_DHT_REP2

GSM4753173 VCAP_H3K27AC_DHT_REP3

GSM4753174 VCAP_H3K27AC_FBS_REP1

GSM4753175 VCAP_H3K27AC_FBS_REP2

GSM4753176 VCAP_H3K27AC_FBS_REP3

GSM4753177 VCAP-MYC-0hr

GSM4753178 VCAP-MYC-4hr

http://genome.ucsc.edu/s/Haiyang/hg19_myc_paper_H.G.




