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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Alexandros Tzatsos
	YYYY-MM-DD: 2020-04-20
	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.: The software used for data collection was also used for analysis as shown below
	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.: FastQC (Version 0.10.1)Bowtie (Version 1.1.1)FastQC (Version 0.10.1)SICER (Version 1.1) ROSE (Rank Ordering of Super-Enhancers; http://younglab.wi.mit.edu/super_enhancer_code.html)EaSeq V. 1.111 / 2019 03 28 - https://easeq.net/Prism (GraphPad, version 5)FlowJo (version 10)ZEN 2012 software (v1.1.1.0)GeneChip Scanner 3000 7G and Affymetrix® GeneChip® Command Console® (AGCC) 4.0 (Affymetrix)Expression Console Software 1.3 (Affymetrix)Transcriptome Analysis Console v3.0 (Affymetrix)GREAT (version 3.0.0)Ingenuity pathway analysis (QIAGEN IPA Winter 2019 Release)Survival package version 2.42-3 in R (https://CRAN.R-project.org/package=survival)R version 3.5.2Additional resources: for data mining we used The NCI's Genomic Data Commons portal (https://portal.gdc.cancer.gov/), cBioPortal (http://www.cbioportal.org/), the Xena browser (https://xenabrowser.net/), the Cancer Digital slide archive (http://cancer.digitalslidearchive.net/), the International Cancer Genome Consortium (http://icgc.org/), COSMIC (http://cancer.sanger.ac.uk/cosmic), Tabula Muris (https://tabula-muris.ds.czbiohub.org/images/Pancreas-facs-cell_ontology_class-tsne.png), R2: Genomics Analysis and Visualization Platform (http://r2.amc.nl), the Cancer Cell Line Encyclopedia (https://portals.broadinstitute.org/ccle), and CellMinerCDB (https://discover.nci.nih.gov/cellminercdb/).
	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.: Data that support the findings of this study have been deposited in the Gene Expression Omnibus (GEO; https://www.ncbi.nlm.nih.gov/geo/) under the super series accession number GSE120127 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE120127]. Raw and processed Affymetrix data from murine and human pancreatic cancer cell lines have been deposited in the Gene Expression Omnibus repository under accession number GSE120075 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE120075] and GSE120078 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE120078], respectively. Raw and processed data from murine ChIP-seq data sets for H3K4me3, H3K27me3, H3K27ac, H3K4me1, H2AK119Ub, and H2BK120Ub have been deposited in the Gene Expression Omnibus repository under accession number GSE121709 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE121709]. Raw and processed data from human ChIP-seq data sets for BAP1 and H2AK119Ub have been deposited in the Gene Expression Omnibus repository under accession number GSE120460 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE120460]. Raw ChIP-seq data for H3K4me3 (ENCFF346XSZ), POLR2ASer5 (ENCFF065NPZ), H3K36me3 (ENCFF356QYS), and H3K27me3 (ENCFF072NKY) for PANC1 were downloaded from ENCODE (https://www.encodeproject.org/). For data mining we used The NCI's Genomic Data Commons portal (https://portal.gdc.cancer.gov/), cBioPortal (http://www.cbioportal.org/), the Xena browser (https://xenabrowser.net/), the Cancer Digital slide archive (http://cancer.digitalslidearchive.net/), the International Cancer Genome Consortium (http://icgc.org/), COSMIC (http://cancer.sanger.ac.uk/cosmic), Tabula Muris (https://tabula-muris.ds.czbiohub.org/images/Pancreas-facs-cell_ontology_class-tsne.png), R2: Genomics Analysis and Visualization Platform (http://r2.amc.nl), the Cancer Cell Line Encyclopedia (https://portals.broadinstitute.org/ccle), and CellMinerCDB (https://discover.nci.nih.gov/cellminercdb/).Raw and processed gene expression and ChIP-seq data have been deposited in the Gene Expression Omnibus under the super-series accession number GSE120127 which includes:GSE120075 Role of BAP1 in pancreatic cancer (MoGene-2_0)GSE120078 Role of BAP1 in pancreatic cancer (PrimeView)GSE120460 Role of BAP1 in pancreatic cancer (ChIP-seq Human)GSE121709 Role of BAP1 in pancreatic cancer (ChIP-seq Mus musculus)
	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.: Power analysis (a=0.05, power 0.90, 2-sided test) was employed to estimate the number of mice per group based on pilot experiments  comparing WT and Bap1 knock out mice. To generate the Kaplan-Meier plot at least 5 mice were used per experimental arm.For in vitro experiments, at least three cell lines per condition (WT vs KO) were independently established and assessed.
	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 were excluded
	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 Bap1 knockout mice developed pancreatitis with full penetrance. Likewise, all Bap1 knock out mice in the context of Kras developed pancreatic cancer. To confirm the phenotype we established two distinct cohorts of mice lacking Bap1 expression in pancreas driven by Pdx1-Cre and Ptf1α-Cre transgenic strains. Both mouse cohorts developed similar pathology confirming the findings.
	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.: Mice have not been treated with placebo and randomization is not applicable to this study.
	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 is not applicable to this study because the genotype of the mice is a priori known.
	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 all antibodies used in the study; as applicable, provide supplier name, catalog number, clone name, and lot number.: Primary Antibodies-Company-Catalog number-Application-Dilution (IHC/WB)-Dilution (ChIP)Amylase Cell Signaling 3796 IHC 1:2000 N/AASXL1 Santa Cruz sc-85283 WB 1:1000 N/ACD45 eBioscience 13-0451-82 IHC 1:1000 N/ACFTR Proteintech 20738-1-AP IHC 1:2500 N/ACleaved-Caspase 3 Asp175 Cell Signaling 9661 IHC 1:2000 N/ACytokeratin 17/19 Cell Signaling 3984 IHC 1:5000 N/AGAPDH Cell Signaling 2118 WB 1:2000 N/AH2A.XSer139 Cell Signaling 9718 IHC/WB 1:1000 N/AH2AK119Ub Cell Signaling 8240 IHC/WB/ChIP 1:5000 1:1000H2BK120Ub Cell Signaling 5546 ChIP N/A 1:1000H3K27me3  Cell Signaling 9733 WB/ChIP 1:2000 1:1000H3K27ac Cell Signaling 8173 ChIP N/A 1:1000H3K4me1 Cell Signaling 5326 ChIP N/A 1:1000H3K4me3 Cell Signaling 9751 ChIP N/A 1:1000HCFC1 Cell Signaling 69690 WB 1:1000 N/AKi67 Cell Signaling 12202 IHC 1:2000 N/AMUC1 ThermoFisher MA5-11202 IHC 1:1000 N/AMUC2 ThermoFisher MA5-12345 IHC 1:1000 N/AMUC5AC ThermoFisher MA5-12178 IHC 1:1000 N/AOGT Cell Signaling 24083 WB 1:1000 N/ASOX9 Millipore ABE2868 IHC/WB 1:5000 N/Aβ-ACTIN Cell Signaling 4970 WB 1:1000 N/Aβ-TUBULIN Cell Signaling 2128 WB 1:1000 N/ABAP1 Santa Cruz sc-28383 WB (Human BAP1) 1:2000 N/ABAP1 (D1W9B) Cell Signaling 78105 ChIP N/A 1:300BAP1 (D7W7O) Cell Signaling 13271 IHC/(Mouse BAP1) 1:5000 N/ABAP1 (D1W9B) Cell Signaling 13187 WB/ChIP 1:1000 1:300EZH2 Cell Signaling 5246 WB 1:1000 N/ASUZ12 Cell Signaling 3737 WB 1:1000 N/ABRCA1 Cell Signaling 9010S WB 1:1000 N/ABRCA2 Cell Signaling 10741S WB 1:1000 N/A53BP1 Cell Signaling 4937S WB 1:1000 N/Aanti-FLAG Biolegend 637319 WB 1:5000 N/APhospho-ATM/ATR Substrate Motif [(pS/pT) QG]  Cell Signaling 6966 WB 1:1000 N/AERK 1/2 Thr202/Tyr204 Cell Signaling 4370 WB 1:1000 N/ATRYPSIN-2 Proteintech 15005-1-AP IHC 1:2000 N/ACD3-BV-421 Biolegend 100335 (clone 145-2C11) FC 1:100 N/ACD11b-FITC Biolegend 101205 (clone M1/70) FC 1:100 N/ACD11c-PE Biolegend 117307 (clone N418) FC 1:100 N/AB220-APC Biolegend 103211 (clone RA3-6B2) FC 1:100 N/AThy1.1-PE Biolegend 202523 (clone: OX-7) FC 1:200 N/ACD3 Rockland Antibodies 900-C01-B39  IHC 1:2000 N/ACD11c Cell Signaling 97585 IHC 1:2000 N/ASeconday Antibodies Company Catalog number Application Dilution anti-Armenian Hampster_biotin conjugated eBioscience AB_466651 IHC 1:500 anti-mouse_biotin conjugated Thermo Fisher 31800 IHC 1:500 anti-rabbit_biotin conjugated Thermo Fisher 656140 IHC 1:500 anit-rat_biotin conjugated Thermo Fisher 31830 IHC 1:500 anti-Rabbit_HRP Thermo Fisher 656120 WB 1:5000 anti-mouse_HRP Thermo Scientific A28177 WB 1:5000 * IHC: Immunohistochemistry, WB: Western blotting, FC: Flow Cytometry
	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.: All antibodies were validated for detecting the human or mouse protein by the manufacturer and confirmed for each specific application using cells of known origin and compared with previously published data. Bap1 antibody (Cell Signaling #13271) was validated for IHC by using tissue sections from knockout animals. For WB BAP1 antibody (sc-28383) specificity was assessed in the HEKT293 cells treated with either shBAP1 or sgBAP1.
	State the source of each cell line used.: All cell lines were obtained from ATCC (HEK293T, PANC1, HPDE) and murine cell lines were established from Bap1 kncokout mice.
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: All human cell lines obtained from ATCC were authenticated by STR analysis. Murine cell lines were authenticated by genotyping and use of specific primers to detect recombination of Bap1 locus.
	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 cell lines were tested negative for mycoplasma contamination
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: Cell lines employed were not included in the database of commonly misidentified cell lines
	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).: 
	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, sex and age OR state that the study did not involve laboratory animals.: Work with animals conducted at the George Washington University (GWU) under protocols A292, A293, and A308  that were approved by the Institutional Animal Care and Use Committee (IACUC) for GWU. Mice were housed in the GWU animal facility and cared according to the Guide and under the supervision of the GWU Animal Research Facility (ARF) for breeding, temperature, humidity, and dark/light cycle as determined by IACUC. Mice were maintained on a 12 h light/dark cycle from 6 A.M. to 6 P.M. with unrestricted access to food and water. Bap1tm1a(EUCOMM)Hmgu (C57BL/6NTac-Bap1<tm1a(EUCOMM) Hmgu>/Wtsi) mutant mice were developed by the Wellcome Trust Sanger Institute Mouse Genetics Project based on the “knockout-first allele” strategy. To generate pancreas-specific reporter (Bap1lacZ/+) mice expressing β-galactosidase under the endogenous Bap1 promoter mice were crossed with the Pdx1Cre strain. To generate conditional knockout animals Bap1lacZ/+ mice were sequentially crossed with β-ActinFLPe to remove the Frt cassette and the offspring to Pdx1Cre and Ptf1αCre strains to delete Bap1 in pancreatic progenitor and acinar cells, respectively. To generate the experimental cohorts, Pdx1Cre or Ptf1αCre Bap1 and Trp53 heterozygous mice were crossed to LSL-KrasG12D/+ strain. Mice were bred on a mixed C57BL/6;129/Sv background and both males and females were used for experiments as indicated in the figure legends. Six to forty week old mice were analyzed as indicated in the figure legends. 
	Provide details on animals observed in or captured in the field; report species, sex 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.: No wild animals were used in this study
	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.: No field collected samples were used in the study
	Identify the organization(s) that approved the study protocol.: Mouse experiments were conducted under protocols A292, A293, and A308 that were reviewed and approved by the Institutional Animal Care and Use Committee (IACUC) of the George Washington University, Washington DC. 
	Identify the organization(s) that approved the study protocol.: N/A
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, gender, 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.": N/A
	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.: N/A
	Provide the trial registration number from ClinicalTrials.gov or an equivalent agency.: N/A
	Note where the full trial protocol can be accessed OR if not available, explain why.: N/A
	Describe the settings and locales of data collection, noting the time periods of recruitment and data collection.: N/A
	Describe how you pre-defined primary and secondary outcome measures and how you assessed these measures.: N/A
	graphfiles: 1
	For "Initial submission" or "Revised version" documents, provide reviewer access links.  For your "Final submission" document, provide a link to the deposited data.: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?&acc=GSE120127
	Provide a list of all files available in the database submission.: GSM3392954 PA3632_WTGSM3392955 PA3635_WTGSM3392956 PA3636_WTGSM3392957 BP394_KOGSM3392958 BP466_KOGSM3392959 BP650_KOGSM3392980 A_PANC1GSM3392981 B_PANC1GSM3392982 C_PANC1 sgBAP1GSM3392983 D_PANC1 sgBAP1GSM3392984 E_PANC1_IRGSM3392985 F_PANC1_IRGSM3392986 G_PANC1 sgBAP1_IRGSM3392987 H_PANC1 sgBAP1_IRGSM3401071 Input#1GSM3401072 Input#2GSM3401073 PANC1_BAP1GSM3401074 PANC1_BAP1_IRGSM3401075 PANC1_H2AK119UbGSM3401076 PANC1_H2AK119Ub_IRGSM3401077 HPDE_BAP1GSM3401078 HPDE_BAP1_IRGSM3401079 HPDE_H2AK119UbGSM3401080 HPDE_H2AK119Ub_IRGSM3444294 Input 1GSM3444295 Input 2GSM3444296 KO-H2AK119ubGSM3444297 WT-H2AK119ubGSM3444298 KO-H2BK120ubGSM3444299 WT-H2BK120ubGSM3444300 KO-H3K27me3GSM3444301 WT-H3K27me3GSM3444302 KO-H3K27acGSM3444303 WT-H3K27acGSM3444304 KO-H3K4me3GSM3444305 WT-H3K4me3GSM3444306 KO-H3K4me1GSM3444307 WT-H3K4me1
	Provide a link to an anonymized genome browser session for "Initial submission" and "Revised version" documents only, to enable peer review.  Write "no longer applicable" for "Final submission" documents.: no longer applicable
	Describe the experimental replicates, specifying number, type and replicate agreement.: Each ChIP-seq sample was analyzed once
	Describe the sequencing depth for each experiment, providing the total number of reads, uniquely mapped reads, length of reads and whether they were paired- or single-end.: 20-30 million reads per ChIP-seq sample. Uniquely mapped reads were > 70%. Length: 150PE. For subsequent analysis we used the fastq_R1 files.
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: 2
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: H2AK119Ub Cell Signaling 8240H2BK120Ub Cell Signaling 5546H3K27me3  Cell Signaling 9733H3K27ac Cell Signaling 8173H3K4me1 Cell Signaling 5326H3K4me3 Cell Signaling 9751BAP1 (D1W9B) Cell Signaling 13187
	Specify the command line program and parameters used for read mapping and peak calling, including the ChIP, control and index files used.: Peak calling: SICER (Version 1.1) was used to identify the chromatin domains enriched for histone modification marks. Redundant reads, which might be the result of PCR artifacts, were filtered before peak calling. Window size=200 bp and gap size=200 bp was used for H3K27ac, H3K4me3, and BAP1 and window size=200 bp and gap size=600 bp for H3K27me3, H3K4me1, H2AK119Ub, H2BK120Ub. FDR threshold was set to 1e-8 for all histone modifications, and 1e-5 for BAP1 ChIP. 
	Describe the methods used to ensure data quality in full detail, including how many peaks are at FDR 5% and above 5-fold enrichment.: Quality: FastQC (Version 0.10.1)Alignment: Bowtie (Version 1.1.1) to mm9 genome using default parameters. Only uniquely aligned reads were kept.
	Describe the software used to collect and analyze the flow cytometry data. For custom code that has been deposited into a community repository, provide accession details.: FastQC (Version 0.10.1), SICER (Version 1.1), Bowtie , ROSE (Rank Ordering of Super-Enhancers)
	Describe the software used to collect and analyze the flow cytometry data. For custom code that has been deposited into a community repository, provide accession details.: FlowJo V10 (TreeStar)
	axislabels: 1
	axisscales: 1
	plots: 1
	numberpercentage: 1
	Describe the sample preparation, detailing the biological source of the cells and any tissue processing steps used.: Pancreata were minced, and digested in 5 ml DMEM/F12 (without phenol red and supplemented with 5 mg/ml D-Glucose) in the presence of collagenase IV (1 mg/ml, StemCell Technologies #07909), dispase (1 U/ml, StemCell Technologies #07923), hyaluronidase (100 U/ml, Worthington Biochemical), and DNase type I (100 U/ml, Sigma-Aldrich) for 2-3 hours at 37°C with periodic mixing. Dissociated cells were washed twice in PBS prior to filtering out debris using a 70 μm mesh filter. Single cells were resuspended in flow staining buffer (5% horse serum in PBS) and stained with fluorochrome-conjugated antibodies against T cell marker CD3e (BV-421; clone 145-2C11), B cell marker B220 (APC; clone RA3-6B2), dendritic cell marker CD11c (PE; clone N418), and macrophage cell marker CD11b (FITC; clone M1/70). Cell viability was assessed with SYTOX™ Blue Dead Cell Stain (ThermoFisher #S34857).
	Identify the instrument used for data collection, specifying make and model number.: Data collection took place on a 3-laser BD Celesta analyzer.
	Describe the abundance of the relevant cell populations within post-sort fractions, providing details on the purity of the samples and how it was determined.: The cell population of interest (immune cells infiltrating pancreas) was between 5-20%
	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.: Single cell preparations from murine pancreata were gated on live cells based upon SSC-A and FSC-A, and then gated on singlets bassed upon FSC-H and FSC-A. Live cells were gated based on SYTOX blue cell stain. Live cells were gated either for:T cell marker CD3e (BV-421; clone 145-2C11 - Violet laser) and macrophage cell marker CD11b (FITC; clone M1/70 - blue laser)    or B cell marker B220 (APC; clone RA3-6B2 - red laser) and dendritic cell marker CD11c (PE; clone N418- blue laser).
	gatingcheck: 1
	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.: 
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