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	CurrentPageNumber: 
	author: Mark Gerstein
	initial: 
	revised: 
	final: 
	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 the expression and mutation data from cancer patients, we tried to download as many samples as possible from the public databases to maximize the computational power. We had a detailed discussion for the power analysis in section 3.1S in the supplementary file.
	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. : ENCODE datasets that did not pass the quality control (QC) metrics were excluded. QC metrics were prior determined.
	For each experiment, note whether any attempts at replication failed OR state that all attempts at replication were successful.: For the functional genomics data in ENCODE, whenever possible, two biological replicates were obtained for each assay on each sample. The two biological replicates were compared to determine reproducibility of the assays.
	Describe how samples were allocated to groups. If allocation was not random, describe how covariates were controlled. If this is not relevant to your study, explain why.: ENCODE data sets were grouped according to cell and tumor types.
	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.: Blinding was not possible because the investigators ensured that the samples were of the correct cell types.
	y: 
	na: 
	Provide a description of all commercial and custom code used to analyze the data in this study, specifying the version used OR state that no software was used.: The uniform processing pipelines we have developed for RNA-seq, DNase-seq, TF ChIP-seq, histone mark ChIP-seq, and WGBS data are implemented in the DNAnexus cloud computing environment and are freely available on GitHub (https://github.com/ENCODE-DCC).We deposited additional software and custom algorithms on the website (http://encodec.encodeproject.org). 
	Describe any restrictions on availability of unique materials used in the study OR confirm that all unique materials used are readily available from the authors or from standard commercial sources (and specify these sources) OR state that no unique materials were used.: All unique ENCODE materials are readily available from the authors or from commercial vendors.
	For all antibodies, as applicable, provide supplier name, catalog number, clone name, and lot number. Also describe the validation of each primary antibody for the species and application, noting any validation statements on the manufacturer’s website, relevant citations, antibody profiles in online databases, or data provided in the manuscript OR state that no antibodies were used.: All antibodies used for generating ENCODE data are available at the ENCODE Portal (https://www.encodeproject.org/antibodies). Antibody characterization guidelines are also provided at the ENCODE Portal (https://www.encodeproject.org/about/experiment-guidelines).
	Provide information on cell line source(s) OR state that no eukaryotic cell lines were used.: Eukaryotic cell lines were obtained from commercial vendors, e.g., ATCC and Coriell. The source of each cell line is provided at the ENCODE Portal (https://www.encodeproject.org).
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used have been authenticated OR state that no eukaryotic cell lines were used.: Each cell line was carefully examined to ensure there was no mix-up. In addition, each sequencing dataset has been genotyped at common SNPs (from 1000 Genomes Project). The genotyping results formed the basis for a similarity metric, which was used to ensure that each dataset was the most similar genetically to all other datasets from same nominal cell source and if not, the dataset is deemed misidentified and discarded from analysis.
	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 OR state that no eukaryotic cell lines were used.: The cell lines were not tested for mycoplasma contamination.
	Provide a rationale for the use of commonly misidentified cell lines OR state that no commonly misidentified cell lines were used.: No commonly misidentified cell lines were used.
	For laboratory animals, report species, strain, sex and age OR for animals observed in or captured from the field, report species, sex and age where possible OR state that no animals were used.: No animals were used.
	Provide all relevant information on human research participants, such as age, gender, genotypic information, past and current diagnosis and treatment categories, etc. OR state that the study did not involve human research participants.: For the new ENCODE data developed here, tissues were obtained from human donors who provided informed consent, following procedures approved by the appropriate Institutional Review Board. The age and gender of the donor for each tissue is provided at the ENCODE Data Portal (https://www.encodeproject.org). The experiments reported here are designed to interrogate normal human tissues, and the donors are not placed into diagnosis or treatment categories. In addition, this paper integrated the ENCODE data with previously published, publicly available, anonymized, controlled-access cancer data downloaded from dbGaP (for TCGA data) and ERA (for ICGC data). Correct institutional signoffs were obtained for all of this data, and all appropriate procedures data-security procedures were followed for handling it.  



