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	CurrentPageNumber: 
	Double-anonymous peer review submissions: write DAPR and your manuscript number here instead of author names.: Christopher E. Barbieri 
	YYYY-MM-DD: 2024-10-15
	na: 
	y: 
	Provide a description of all commercial, open source and custom code used to collect the data in this study, specifying the version used OR state that no software was used.: Incucyte software (2022B Rev1) 
	Provide a description of all commercial, open source and custom code used to analyse the data in this study, specifying the version used OR state that no software was used.: Statistical analysis: GraphPad Prism 9 Image Quantification: Image J (version 1.53i)RNA sequencing analysis: Data was processed using (v3.10) of the nf-core collection of workflows. The pipeline was executed with Nextflow v22.10.4 with the following command:nextflow run nf-core/rnaseq -r 3.10 --input samplesheet.csv --genome GRCh37 -profile singularity.ChIP sequencing data analysisBriefly, the quality of the raw reads (FASTQ files) was validated using FastQC software (Version 0.11.7), and single-end reads with a score > 29 were aligned to the hg19 human reference genome using Bowtie2 software (v2.2.9) with default parameters. The resulting SAM files were converted to BAM format, sorted, PCR duplicates removed, ENCODE blacklist regions eliminated, and final BAM files indexed using Samtools (v1.7). Replicate BAM files were then combined to generate RPKM-normalized bigwig files for each factor using Deeptools (v3.0). These bigwig files were used to create heatmaps and binding profiles using Deeptools v3.0 (computematrix, plotProfile, and plotHeatmap functions).Peak calling: Peaks were called using MACS2 with a p value < 10-8 or q = 0.05 (replicates combined) using the narrow peak caller and matched input as background. Peak overlap and Venn diagrams were generated using pybedtools and bedtools intersect function and was defined as overlap (more than or equal to) 1 bp.  Where indicated, parental AR ChIP-seq data was utilized from GSE1174304 and processed and analyzed as above.  A conserved MACC peak set was defined as a peak shared among 2 or more datasets (Neutral, Repressive, or Activating).  Overlap between all conditions was determined using bedtools (v2.28.0) intersect function with a minimum overlap of 1bp. Subsets of these peaks were generated using bedtools (v2.28.0) -subtract function. Generation of MACC signaturesDifferential expression analyses were performed between tamoxifen and control treatments in each cell (LNCaP MACC cells and RWPE1 MACC cells), and the significantly overexpressed and underexpressed genes were defined as neutral, repressive, and activating signatures. The signature scores were defined as the sum of z-scores from overexpressed genes and underexpressed genes for each signature. Signature score = sum (z-scores from overexpressed genes) – sum (z-scores from underexpressed genes). Motif analysis: Motif analysis was performed using Homer software (v4.8.3) by analyzing a 200 bp window around the center of each peak. Motif density around peaks was calculated using Homer and JASPER definitions of the conserved motif. To determine motif enrichment between datasets with similar peak numbers, peak sets of the control were used as background (-bg flag in findmotifsgenome.pl function). A p-value less than or equal to 10-20 was considered significant for motif enrichment, unless otherwise indicated. Analyses of AR peaks containing ARE’s conducted from published ChIP Seq was conducted using peak sets in their published form and the JASPER definition of an ARE. Peaks were assessed for the presence of this motif using HOMER’s annotatepeaks.pl -m function (v3.0) within a 100bp window from the peak center. Density of specific motifs around a peak set was conducted using the annotatepeaks.pl function in HOMER v3.0 with a window of 2,400bp from the peak center binned every 10 bp. Comparison among ChIP conditions was done by subtracting the determined motif frequency/bp/peak from the other. Signal above 0 was considered enrichment and below 0 depletion. These profiles were plotted in PRISM v9.2.0 and traces generated using the smooth, differentiate or integrate curve function with 2nd degree curve smoothing. H3K27ac ChIP seq data from human PCa or normal tissue was downloaded from GSE130408 and analyzed in its published form. Principal component analyses of these samples using conserved MACC ChIP-Seq peaks was conducted using DeepTools (v3.0)51 MultiBigWigSummary and PlotPCa packages. Human prostate scRNA-seq was downloaded from GSE120716 and analyzed in its published form.De-identified gene expression profiles were obtained prospectively from clinical usage of the Decipher prostate genomic classifier between January 2016 and June 2023, n=169,123 (Veracyte Inc, San Diego, California). Samples were obtained from either prostate biopsy or radical prostatectomy, and ordering criteria for the genomic classifier exclude prior treatment with hormone therapies or radiotherapy. All tumors were prospectively gathered into the Decipher Genomics Resource for Intelligent Discovery (GRID) database (NCT02609269). A retrospective cohort from individual patient-level data generated in a prior meta-analysis with long-term follow-up (META855; n = 855) was used to test associations with time to metastasis after radical prostatectomy. Time-to-event end points were shown graphically using the Kaplan–Meier method. Multivariable Cox regressions were used to compare time to failures. The statistical significance of differences in continuous and categorical variables between groups was assessed using Kruskal–Wallis and Pearson X2 tests, respectively. Given the exploratory nature, no adjustments for multiple hypothesis testing were performed, all tests were two sided, and all analyses were performed using R version 4.0.3. The CRPC cohort consisted of 123 biopsies from male metastatic castration-resistant prostate cancer (mCRPC) patients, derived from two studies, with diverse clinical characteristics and treatment histories. Baseline biopsy samples captured initial gene expression at first biopsy after mCRPC diagnosis. RNA-seq aligned with STAR provided gene expression data from gencode v.28, normalized to TPM and log2 transformed. Z-scores standardized expression values per gene were calculated for ARE activating (VP64) and ARE repressed (KRAB) gene expression scores, summed log2 fold changes for positively and negatively expressed genes. Primary endpoint was overall survival from biopsy to death/last follow-up. Patients were stratified by quartiles of VP64 and KRAB scores. Kaplan-Meier curves visualized survival analysis, and Cox proportional hazards regression evaluated gene expression's impact on survival as continuous variables per quartile. ChromHMM was employed to delineate chromatin states, utilizing six distinct histone marks (H3K4me1, H3K4me2, H3K4me3, H3K27me3, H3K36me3, H3K79me2) in the presence of androgen stimulation, along with MACC H3K27ac histone mark data, employing default parameters for the hg19 genome. The histone mark data (in bed file format) were obtained from ChIP-Atlas, adhering to the hg19 genome version and applying a MACS2 cutoff of q < 1E-05, under the identifiers SRX5060896 (H3K4me1), SRX8142314 (H3K4me2), SRX4411668 (H3K4me3), SRX4411671 (H3K27me3), SRX120296 (H3K36me3), and SRX8142325 (H3K79me2). A 6-state model (E1–E6) was chosen and implemented based on histone mark enrichments, in line with methodologies previously described by ENCODE and the Roadmap Project. For each state, considering the composition of the histone marks and their association with genomic features, such as laminB1 LADs and CpG island features, a numeric transformation was applied to the categorical states. This transformation involved assigning numeric values to the six chromatin states: heterochromatin/ZNF/repeats (E1), quiescent/no mark (E2), quiescent/weak repression (E3), repressed chromatin (E4), bivalent enhancers and promoters (E5), and active promoters and enhancers (E6).
	Note the sampling procedure. Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: All raw next-generation sequencing, ChIP and RNA–seq data generated in this study have been deposited in the Gene Expression Omnibus (GEO) repository at NCBI under accession code GSE231516. The parental AR ChIP-seq data have been previously published and are available at the GEO (GSE117430). The H3K27ac ChIP seq data from human PCa or normal tissue have been previously published and are available at the GEO (GSE130408). The RNA-seq data from TCGA primary prostate cancers patients have been previously published and are available at the cBioPortal for Cancer Genomics. The human prostate scRNA-seq data have been previously published and available at the GEO (GSE120716).The AR ChIP-seq data of FOXA1 manipulation have been previously published and are available at the GEO (GSE30623) and E-MTAB-1749. The LNCaP RNA-seq data have been previously published and are available at the GEO (GSE153585). The HDACs and EZH2 ChIP-seq data have been previously published and are available at the GEO (GSE28950).
	Note the sampling procedure. Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: No sample size was predetermined. Proper negative and whenever possible positive controls were used for each experiment. 
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study design questions and have nothing to add here, write "See above.": Gender information was not collected. All patient collected data was collected from prostates from male sex.
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study design questions and have nothing to add here, write "See above.": Reporting on race, ethnicity, or other socially relevant groupings not included.
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study design questions and have nothing to add here, write "See above.": De-identified gene expression profiles were obtained prospectively from clinical usage of the Decipher prostate genomic classifier between January 2016 and June 2023, n=169,123 (Veracyte Inc, San Diego, California).  For studies included, the population descriptions and their published formats are listed below:Quigley, D. A. et al. Genomic Hallmarks and Structural Variation in Metastatic Prostate Cancer. Cell 174, 758-769.e759 (2018). https://doi.org/10.1016/j.cell.2018.06.039Aggarwal, R. et al. Prognosis Associated With Luminal and Basal Subtypes of Metastatic Prostate Cancer. JAMA Oncology 7, 1644-1652 (2021). https://doi.org/10.1001/jamaoncol.2021.3987Abida, W. et al. Genomic Correlates of Clinical Outcome in Advanced Prostate Cancer. Proceedings of the National Academy of Sciences 116, 11428-11436 (2019). https://doi.org/10.1073/pnas.1902651116Alumkal, J. J. et al. Transcriptional Profiling Identifies an Androgen Receptor Activity-Low, Stemness Program Associated With Enzalutamide Resistance. Proceedings of the National Academy of Sciences 117, 12315-12323 (2020). https://doi.org/10.1073/pnas.1922207117Spratt, D. E. et al. Transcriptomic Heterogeneity of Androgen Receptor Activity Defines a de novo Low AR-Active Subclass in Treatment-Naïve Primary Prostate Cancer. Clinical Cancer Research 25, 6721-6730 (2019). https://doi.org/10.1158/1078-0432.CCR-19-1587
	Describe how participants were recruited. Outline any potential self-selection bias or other biases that may be present and how these are likely to impact results.: Samples were obtained from either prostate biopsy or radical prostatectomy, and ordering criteria for the genomic classifier exclude prior treatment with hormone therapies or radiotherapy. 
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: All human data in this study were collected in accordance with the International Ethical Guidelines for Biomedical Research Involving Human Subjects. We confirm that informed consent was obtained from all participants prior to data collection.For detailed ethics oversight, please see the following references:Quigley, D. A. et al. Genomic Hallmarks and Structural Variation in Metastatic Prostate Cancer. Cell 174, 758-769.e759 (2018). https://doi.org/10.1016/j.cell.2018.06.039Aggarwal, R. et al. Prognosis Associated With Luminal and Basal Subtypes of Metastatic Prostate Cancer. JAMA Oncology 7, 1644-1652 (2021). https://doi.org/10.1001/jamaoncol.2021.3987Abida, W. et al. Genomic Correlates of Clinical Outcome in Advanced Prostate Cancer. Proceedings of the National Academy of Sciences 116, 11428-11436 (2019). https://doi.org/10.1073/pnas.1902651116Alumkal, J. J. et al. Transcriptional Profiling Identifies an Androgen Receptor Activity-Low, Stemness Program Associated With Enzalutamide Resistance. Proceedings of the National Academy of Sciences 117, 12315-12323 (2020). https://doi.org/10.1073/pnas.1922207117Spratt, D. E. et al. Transcriptomic Heterogeneity of Androgen Receptor Activity Defines a de novo Low AR-Active Subclass in Treatment-Naïve Primary Prostate Cancer. Clinical Cancer Research 25, 6721-6730 (2019). https://doi.org/10.1158/1078-0432.CCR-19-1587
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: In this study centered around prostate-related research, the focus is solely directed towards male.
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: All mouse studies were approved by Weill Cornell Medicine (WCM) Institutional Care and Use Committee under protocol 2015–0022.
	life: 
	behavioural: 
	eee: 
	If no data were excluded from the analyses, state so OR if data were excluded, describe the exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established.: No data exclusions occurred in this study. 
	Describe the measures taken to verify the reproducibility of the experimental findings. If all attempts at replication were successful, confirm this OR if there are any findings that were not replicated or cannot be reproduced, note this and describe why.: All key in vitro experiments were performed at least 2 times and all replication attempts were successful.
	Describe how samples/organisms/participants were allocated into groups. If allocation was not random, describe how covariates were controlled. If this is not relevant to your study, explain why.: Cells were always randomly allocated into control and experimental groups. All samples used in each set of experiments were equal, except the experimental condition being tested. 
	Describe the extent of blinding used during data acquisition and analysis. If blinding was not possible, describe why OR explain why blinding was not relevant to your study.: During data processing of all sequencing data, experimenters were blinded to condition. Otherwise, blinding was not performed, such as during in vitro experiments, where experimenters were required to know the conditions of each well.
	Briefly describe the study type including whether data are quantitative, qualitative, or mixed-methods (e.g. qualitative cross-sectional, quantitative experimental, mixed-methods case study). : 
	State the research sample (e.g. Harvard university undergraduates, villagers in rural India) and provide relevant demographic information (e.g. age, sex) and indicate whether the sample is representative. Provide a rationale for the study sample chosen. For studies involving existing datasets, please describe the dataset and source.: 
	Describe the sampling procedure (e.g. random, snowball, stratified, convenience). Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient. For qualitative data, please indicate whether data saturation was considered, and what criteria were used to decide that no further sampling was needed.: 
	Provide details about the data collection procedure, including the instruments or devices used to record the data (e.g. pen and paper, computer, eye tracker, video or audio equipment) whether anyone was present besides the participant(s) and the researcher, and whether the researcher was blind to experimental condition and/or the study hypothesis during data collection.: 
	Indicate the start and stop dates of data collection, noting the frequency and periodicity of sampling and providing a rationale for these choices. If there is a gap between collection periods, state the dates for each sample cohort. Specify the spatial scale from which the data are taken: 
	State how many participants dropped out/declined participation and the reason(s) given OR provide response rate OR state that no participants dropped out/declined participation.: 
	If participants were not allocated into experimental groups, state so OR describe how participants were allocated to groups, and if allocation was not random, describe how covariates were controlled.: 
	Briefly describe the study. For quantitative data include treatment factors and interactions, design structure (e.g. factorial, nested, hierarchical), nature and number of experimental units and replicates.: 
	Describe the research sample (e.g. a group of tagged Passer domesticus, all Stenocereus thurberi within Organ Pipe Cactus National Monument), and provide a rationale for the sample choice. When relevant, describe the organism taxa, source, sex, age range and any manipulations. State what population the sample is meant to represent when applicable. For studies involving existing datasets, describe the data and its source.: 
	Describe the data collection procedure, including who recorded the data and how.: 2
	Describe the measures taken to verify the reproducibility of experimental findings. For each experiment, note whether any attempts to repeat the experiment failed OR state that all attempts to repeat the experiment were successful.: 
	Describe the study conditions for field work, providing relevant parameters (e.g. temperature, rainfall).: 
	State the location of the sampling or experiment, providing relevant parameters (e.g. latitude and longitude, elevation, water depth).: 
	Describe the efforts you have made to access habitats and to collect and import/export your samples in a responsible manner and in compliance with local, national and international laws, noting any permits that were obtained (give the name of the issuing authority, the date of issue, and any identifying information).: 
	Describe any disturbance caused by the study and how it was minimized.: 
	Describe the methods by which all novel plant genotypes were produced. This includes those generated by transgenic approaches, gene editing, chemical/radiation-based mutagenesis and hybridization. For transgenic lines, describe the transformation method, the number of independent lines analyzed and the generation upon which experiments were performed. For gene-edited lines, describe the editor used, the endogenous sequence targeted for editing, the targeting guide RNA sequence (if applicable) and how the editor was applied.: Vinculin Abcam Cat# ab129002 AB_11144129 WBFKBP5 Cell Signaling Technology Cat# 12210 AB_2797846 WBERalpha (ERa) Santa Cruz Biotechnology Cat# sc-8002 AB_627558 WB; IF; ChIP-seqFLAG Sigma-Aldrich Cat# F3165 AB_259529 WB; IFHDAC3 Cell Signaling Technology Cat# 3949T AB_2118371 WBAR Abcam Cat# ab108341 AB_10865716 WBCytokeratin 5 (CK5) BioLegend Cat# 905901 AB_2565054 IFCytokeratin 8 (CK8) Abcam Cat# ab53280 AB_869901 IFH3K27ac Abcam Cat# ab4729 AB_2118291 ChIP-seq
	Describe the methods by which all novel plant genotypes were produced. This includes those generated by transgenic approaches, gene editing, chemical/radiation-based mutagenesis and hybridization. For transgenic lines, describe the transformation method, the number of independent lines analyzed and the generation upon which experiments were performed. For gene-edited lines, describe the editor used, the endogenous sequence targeted for editing, the targeting guide RNA sequence (if applicable) and how the editor was applied.: N/A
	Describe any authentication procedures for each seed stock used or novel genotype generated. Describe any experiments used to assess the effect of a mutation and, where applicable, how potential secondary effects (e.g. second site T-DNA insertions, mosiacism, off-target gene editing) were examined.: All antibodies were commercial in origin and validated by the company. All antibodies used for immunostaining in mice oragnoids were validated for mouse reactivity.
	Describe any authentication procedures for each seed stock used or novel genotype generated. Describe any experiments used to assess the effect of a mutation and, where applicable, how potential secondary effects (e.g. second site T-DNA insertions, mosiacism, off-target gene editing) were examined.: N/A
	Describe any authentication procedures for each seed stock used or novel genotype generated. Describe any experiments used to assess the effect of a mutation and, where applicable, how potential secondary effects (e.g. second site T-DNA insertions, mosiacism, off-target gene editing) were examined.: N/A
	State the source of each cell line used and the sex of all primary cell lines and cells derived from human participants or vertebrate models.: LNCaP cells (ATCC Item # CRL-1740) were cultured on poly-L-lysine (Sigma-Aldrich; cat. P1274) coated plates in RPMI-1640 containing 10% Fetal Bovine Serum (FBS) and incubated at 37°C and 5% CO2. Cells were passaged twice weekly or when cultures reached 80% confluence. PC3 cells (ATCC CRL-1435) were maintained in DMEM supplemented with 10% FBS, while RWPE-1 cells (ATCC CRL-11609) were maintained in Keratinocyte SFM (1X) medium supplemented with human recombinant epidermal growth factor (rEGF) and bovine pituitary extract. LAPC4 cells were a kind gift from Dr. Robert Reiter (UCLA) and grown in IMDM media containing 10% FBS incubated at 37C. LNCaP/AR cells were a kind gift from Dr. Charles L. Sawyers (MSKCC) and grown in RPMI-1640 media containing 10% FBS incubated at 37C. Prostate from the genetically normal mice was harvested at 2-3 months of age and processed and grown as 3D Matrigel culture as previously described.All 2D and 3D cultures were assessed for mycoplasma monthly via the highly sensitive PCR-based kit from ABM (cat. G238). Where applicable, cell line identity was validated yearly through the Human STR profiling cell authentication service provided by ATCC.
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: Where applicable, cell line identity was validated yearly though the Human STR profiling cell authentication service provided by ATCC.
	Confirm that all cell lines tested negative for mycoplasma contamination OR describe the results of the testing for mycoplasma contamination OR declare that the cell lines were not tested for mycoplasma contamination.: All 2D and 3D cultures were assessed for mycoplasma monthly via the highly sensitive PCR based kit from ABM (cat. G238). 
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: No commonly misidentified lines were used.
	Provide provenance information for specimens and describe permits that were obtained for the work (including the name of the issuing authority, the date of issue, and any identifying information). Permits should encompass collection and, where applicable, export.: 
	deposition: 1
	If new dates are provided, describe how they were obtained (e.g. collection, storage, sample pretreatment and measurement), where they were obtained (i.e. lab name), the calibration program and the protocol for quality assurance OR state that no new dates are provided.: 
	datescheck: 0
	For laboratory animals, report species, strain and age OR state that the study did not involve laboratory animals.: All mice were housed in the animal facility under conventional conditions with a light- (12 hours dark/light circle), humidity- (30%-70%) and temperature (70 °F -74 °F)-controlled environment.Male nude (inbred) mice aged 6-8 weeks were obtained from The Jackson Laboratory, and were euthanized 3-10 weeks post experiments for downstream analysis depending on the experimental design and tumor progression. 
	Provide details on animals observed in or captured in the field; report species and age where possible. Describe how animals were caught and transported and what happened to captive animals after the study (if killed, explain why and describe method; if released, say where and when) OR state that the study did not involve wild animals.: This study did not involve wild animals
	For laboratory work with field-collected samples, describe all relevant parameters such as housing, maintenance, temperature, photoperiod and end-of-experiment protocol OR state that the study did not involve samples collected from the field.: This study did not involve samples collected from the field. 
	Provide the trial registration number from ClinicalTrials.gov or an equivalent agency.: 
	Note where the full trial protocol can be accessed OR if not available, explain why.: 
	Describe the settings and locales of data collection, noting the time periods of recruitment and data collection.: 
	Describe how you pre-defined primary and secondary outcome measures and how you assessed these measures.: 
	Describe any other significant impacts.: 
	calculatehazards: 
	Please describe the agents/technologies/information that may pose a threat, including any agents subject to oversight for dual use research of concern.: 
	Describe any other potentially harmful combination(s) of experiments and agents.: 
	calculateexperiments: 
	calculatehazardsexperiments: 
	Describe the precautions that were taken during the design and conduct of this research, or will be required in the communication and application of the research, to minimise biosecurity risks. These may include bio-containment facilities, changes to the study design/methodology or redaction of details from the manuscript.: 
	Describe any evaluations and oversight of biosecurity risks of this work that you have received from people or organizations outside of your immediate team.: 
	Describe the benefits that application or use of this work could bring, including benefits that may mitigate risks to public health, national security, or the health of crops, livestock or the environment.: 
	Describe whether the benefits of communicating this information outweigh the risks, and if so, how.: 
	graphfiles: 0
	For "Initial submission" or "Revised version" documents, provide reviewer access links.  For your "Final submission" document, provide a link to the deposited data.: To review GEO accession GSE231516:Go to https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE231516Enter token ydefwyqgztejfmr into the box
	Provide a list of all files available in the database submission.: GSM7720699 LNCaP_3X_InputGSM7720700 LNCaP_3X_H3K27ac_4h_rep1GSM7720701 LNCaP_3X_H3K27ac_4h_rep2GSM7720702 LNCaP_3X_H3K27ac_4h_rep3GSM7720703 LNCaP_3X_H3K27ac_18h_rep1GSM7720704 LNCaP_3X_H3K27ac_18h_rep2GSM7720705 LNCaP_3X_H3K27ac_18h_rep3GSM7720706 LNCaP_3X_ERa_4h_rep1GSM7720707 LNCaP_3X_ERa_4h_rep2GSM7720708 LNCaP_3X_ERa_4h_rep3GSM7720709 LNCaP_KRAB_InputGSM7720710 LNCaP_KRAB_H3K27ac_4h_rep1GSM7720711 LNCaP_KRAB_H3K27ac_4h_rep2GSM7720712 LNCaP_KRAB_H3K27ac_4h_rep3GSM7720713 LNCaP_KRAB_H3K27ac_18h_rep1GSM7720714 LNCaP_KRAB_H3K27ac_18h_rep2GSM7720715 LNCaP_KRAB_H3K27ac_18h_rep3GSM7720716 LNCaP_KRAB_ERa_4h_rep1GSM7720717 LNCaP_KRAB_ERa_4h_rep2GSM7720718 LNCaP_KRAB_ERa_4h_rep3GSM7720719 LNCaP_VP64_InputGSM7720720 LNCaP_VP64_H3K27ac_4h_rep1GSM7720721 LNCaP_VP64_H3K27ac_4h_rep2GSM7720722 LNCaP_VP64_H3K27ac_4h_rep3GSM7720723 LNCaP_VP64_H3K27ac_18h_rep1GSM7720724 LNCaP_VP64_H3K27ac_18h_rep2GSM7720725 LNCaP_VP64_H3K27ac_18h_rep3GSM7720726 LNCaP_VP64_ERa_4h_rep1GSM7720727 LNCaP_VP64_ERa_4h_rep2GSM7720728 LNCaP_VP64_ERa_4h_rep3
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	Describe the gating strategy used for all relevant experiments, specifying the preliminary FSC/SSC gates of the starting cell population, indicating where boundaries between "positive" and "negative" staining cell populations are defined.: 
	gatingcheck: 0
	Indicate task or resting state; event-related or block design.: 
	Specify the number of blocks, trials or experimental units per session and/or subject, and specify the length of each trial or block (if trials are blocked) and interval between trials.: 
	State number and/or type of variables recorded (e.g. correct button press, response time) and what statistics were used to establish that the subjects were performing the task as expected (e.g. mean, range, and/or standard deviation across subjects).: 
	Specify: functional, structural, diffusion, perfusion.: 
	Specify in Tesla: 
	Specify the pulse sequence type (gradient echo, spin echo, etc.), imaging type (EPI, spiral, etc.), field of view, matrix size, slice thickness, orientation and TE/TR/flip angle.: 
	State whether a whole brain scan was used OR define the area of acquisition, describing how the region was determined.: 
	Specify # of directions, b-values, whether single shell or multi-shell, and if cardiac gating was used.: 
	Provide detail on software version and revision number and on specific parameters (model/functions, brain extraction, segmentation, smoothing kernel size, etc.).: 
	If data were normalized/standardized, describe the approach(es): specify linear or non-linear and define image types used for transformation OR indicate that data were not normalized and explain rationale for lack of normalization.: 
	Describe the template used for normalization/transformation, specifying subject space or group standardized space (e.g. original Talairach, MNI305, ICBM152) OR indicate that the data were not normalized.: 
	Describe your procedure(s) for artifact and structured noise removal, specifying motion parameters, tissue signals and physiological signals (heart rate, respiration).: 
	Define your software and/or method and criteria for volume censoring, and state the extent of such censoring.: 
	Specify type (mass univariate, multivariate, RSA, predictive, etc.) and describe essential details of the model at the first and second levels (e.g. fixed, random or mixed effects; drift or auto-correlation).: 
	Define precise effect in terms of the task or stimulus conditions instead of psychological concepts and indicate whether ANOVA or factorial designs were used.: 
	whole: 
	ROI: 
	both: 
	Describe how anatomical locations were determined (e.g. specify whether automated labeling algorithms or probabilistic atlases were used).: 
	Specify voxel-wise or cluster-wise and report all relevant parameters for cluster-wise methods.: 
	Describe the type of correction and how it is obtained for multiple comparisons (e.g. FWE, FDR, permutation or Monte Carlo).: 
	Report the measures of dependence used and the model details (e.g. Pearson correlation, partial correlation, mutual information).: 
	Report the dependent variable and connectivity measure, specifying weighted graph or binarized graph, subject- or group-level, and the global and/or node summaries used (e.g. clustering coefficient, efficiency, etc.).: 
	Specify independent variables, features extraction and dimension reduction, model, training and evaluation metrics.: 
	NarrowField: 
	MedField: 
	WideField: 
	XWideField: 
	XXWideField: 
	BodyCheckbox: 



