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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Dr. Bushra Ateeq
	YYYY-MM-DD: 2019-12-17
	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.: Data was downloaded from the UCSC Xena and cBioPortal.
	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.: Data was analyzed using Microsoft Excel Office 2016, GraphPad Prism 7, ImageJ, Simple Neurite Tracer, Integrated Genome Browser 9.0.1, Galaxy, SAM tools, DAVID Bioinformatics Database, JASPAR, MatInspector, Gene Set Enrichment Analysis, FlowJo 10.7 and R 3.6.1.
	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.: The gene expression microarray data from this study has been submitted to the NCBI Gene Expression Omnibus (GEO) under the accession number GSE124345 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=gse124345]. Data is represented in Fig. 4b. Other datasets used in the study has also been retrieved from the NCBI GEO with the accession codes namely, GSE8428 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE8428], GSE8702 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE8702], GSE51872 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=gse51872], GSE71797 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE71797], GSE80743 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80743], GSE80743 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE80743], GSE95413  [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE95413]. The databases used in this study include cBioPortal [https://www.cbioportal.org/] and UCSC Xena [https://xena.ucsc.edu/].
	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.: Most in vitro experiments were performed using 3 technical replicates each time and has been repeated multiple times or otherwise specified in the figure legends, main text or methods. Sample size has not been chosen based on any statistics. However, we have used similar experimental conditions across biological replicates multiple time, which provided statistically significant difference between these groups. Therefore, no sample-size was decided initially. 
	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 was excluded from the analyses.
	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.: Most experiments have been repeated multiple times using different independent biological samples (cells) with similar experimental conditions or otherwise mentioned in the figure legends, main text or methods.
	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.: For mice xenograft experiments, tumor bearing mice were randomized into groups before treatment.
	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 or decoding of specimens was done for immunohistochemical scoring of prostate cancer patients' tissue microarrays and mice xenografts tumors. Also, for quantification experiments such as scoring immunofluorescence staining, immunohistochemistry, tumor sphere assays or number of cells, experimental conditions were blinded during analysis. 
	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.: All the antibodies used in the study are mentioned below:1. SPINK1 (R&D Systems, MAB7496-SP)2. AR (CST, 5153)3. REST (Abcam, ab75785)4. PSA (CST, 5877)5. E-Cadherin (CST, 3195)6. N-Cadherin (Abcam, ab98952)7. Vimentin (abcam, ab92547)8. Phospho-Akt (CST, 13038)9. Total-Akt (CST, 9272)10. Histone H3 (CST, 14269)11. SYP (Abcam, ab32127)12. ENO2 (Abcam, ab53025)13. SOX2 (Abcam, ab97959)14. β-actin (Abcam, ab6276)15. Mouse monoclonal SPINK1 (Novus Biologicals, H00006690-M01)16. SYP (Novocastra, NCL-SYNAP299)17. CHGA (BioGenex, LK2H10)18. TUBB3 (Abcam, ab68193), 19. VIM (Dako, M7020)20. ECAD (Dako, M3612)21. ERG (Abcam, ab92513)22. Vimentin (CST, 3932)23. SPINK1 (Abnova, H00006690-M01)24. Rpb1 CTD (CST, 2629)25. H3K9Ac (CST, 9649)26. REST (Abcam, ab70300)27. Phospho-Rpb1 CTD (Ser5) (CST, 13523)28. Phospho-Rpb1 CTD (Ser2) (CST, 13499)29. H3K27me3 (CST, 9733)30. H3K4me3 (CST, 9751)31. Anti-human CD56 (NCAM1, PE/Cy7) antibody (eBioscience, Ab 25-0567-42)32. CD117-APC (c-KIT) (Miltenyi Biotec, 130-098-207)33. Peroxidase AffiniPure Donkey Anti-Mouse IgG (H+L) (Jackson ImmunoResearch, 715-035-150)34. Peroxidase AffiniPure Donkey Anti-Rabbit IgG (H+L) (Jackson ImmunoResearch, 711-035-152)35. Alexa Fluor 488 conjugated anti-mouse secondary antibody (CST, 4408)36. Alexa Fluor 488 conjugated anti-rabbit secondary antibody (CST, 4412)37. Isotype control rabbit IgG (Invitrogen, 10500C)38. Isotype control mouse IgG (Invitrogen, 10400C)
	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.: For each primary antibody, the validation statement has been taken from the manufacturer's website or datasheet and detailed as follows:1. Immunogen: E. coli-derived recombinant human SPINK1, Asp24-Cys79, Accession # P00995; Applications: Western blotting (WB)2. Androgen Receptor (D6F11) XP® Rabbit mAb detects endogenous levels of total androgen receptor protein; Applications: WB, Immunohistochemistry (IHC), Immunofluorescence (IF), Chromatin immunoprecipitation (ChIP)3. Immunogen: Synthetic peptide within Human REST/ NRSF aa 100-200 (N terminal); Applications: WB4. PSA/KLK3 (D2A8) Rabbit mAb recognizes endogenous levels of total PSA/KLK3 protein; Applications: WB, IF5. E-Cadherin (24E10) Rabbit mAb detects endogenous levels of total E-cadherin protein; Applications: WB, IF6. Immunogen: Recombinant fragment corresponding to Human N Cadherin; Applications: WB, IF7. Immunogen: Synthetic peptide within Human Vimentin aa 400 to the C-terminus (C terminal) (acetyl); Applications: WB, IF8. Phospho-Akt (Thr308) (D25E6) XP® Rabbit mAb recognizes endogenous levels of Akt1 protein only when phosphorylated at Thr308; Applications: WB, IF9. Akt Antibody detects endogenous levels of total Akt1, Akt2 and Akt3 proteins; Applications: WB, IF10. Histone H3 (1B1B2) Mouse mAb recognizes endogenous levels of total histone H3 protein; Applications: WB, IF, ChIP11. Immunogen: Synthetic peptide within Human Synaptophysin aa 250-350 (C terminal); Applications: WB12. Immunogen: Synthetic peptide derived from human NSE, Applications: WB13. Immunogen: Synthetic peptide corresponding to Human SOX2 aa 300 to the C-terminus conjugated to keyhole limpet haemocyanin; Applications: WB, IF, immunoprecipitation (IP)14. Immunogen: Synthetic peptide corresponding to beta Actin aa 1-14 (N terminal) conjugated to Keyhole Limpet Haemocyanin (KLH). Sequence: DDDIAALVIDNGSGK; Applications: WB15. Immunogen: SPINK1 (AAH25790, 24 a.a. - 79 a.a.) partial recombinant protein with GST tag. MW of the GST tag alone is 26 KDa; Applications: IHC, IF16. Applications: WB, IHC; Citations:1517. This antibody recognizes Chromogranin A (68kD) and other related chromogranin polypeptides from human, monkey, and pig; Applications: IHC18. Immunogen: Synthetic peptide within Human beta III Tubulin aa 1-100 (N terminal); Applications: IHC19. Immunogen: Vimentin isolated from bovine eye lens; Applications: IHC20. Immunogen: E-cadherin (uvomorulin) recombinant protein; Applications: IHC21. Immunogen: Synthetic peptide within Human ERG aa 450 to the C-terminus. Applications: WB, IF22. Vimentin (R28) Antibody detects endogenous levels of total vimentin protein; Applications: WB23. Immunogen: SPINK1 (AAH25790, 24 a.a. ~ 79 a.a) partial recombinant protein with GST tag. MW of the GST tag alone is 26 KDa; Applications: IHC24. Rpb1 CTD (4H8) Antibody detects endogenous levels of total Rpb1 protein (both phosphorylated and unphosphorylated forms); Applications: WB, ChIP25. Acetyl-Histone H3 (Lys9) (C5B11) Rabbit mAb detects endogenous levels of histone H3 only when acetylated on Lys9; Applications: WB, ChIP26. Immunogen: Synthetic peptide corresponding to a region between residues 800 and 850 of human REST/ NRSF; Applications: IP27. Phospho-Rpb1 CTD (Ser5) (D9N5I) Rabbit mAb recognizes endogenous levels of Rpb1 only when the carboxy-terminal domain (CTD) heptapeptide repeat [Tyr1, Ser2, Pro3, Thr4, Ser5, Pro6, Ser7] is phosphorylated at Ser5; Applications: WB, ChIP28. Phospho-Rpb1 CTD (Ser2) (E1Z3G) Rabbit mAb recognizes endogenous levels of Rpb1 only when the carboxy-terminal domain (CTD) heptapeptide repeat [Tyr1, Ser2, Pro3, Thr4, Ser5, Pro6, Ser7] is phosphorylated at Ser2; Applications: WB, ChIP29. Tri-Methyl-Histone H3 (Lys27) (C36B11) Rabbit mAb detects endogenous levels of histone H3 only when tri-methylated on Lys27; Applications: WB, ChIP30. Tri-Methyl-Histone H3 (Lys4) Antibody detects endogenous levels of histone H3 when tri-methylated on Lys4; Applications: WB, ChIP31. CD56 (NCAM) Monoclonal Antibody (CMSSB) monoclonal antibody reacts with human CD56; Applications: Flow cytometry/Cell sorting (FC/FACS)32. Immunogen: human CD117, also known as c-kit or SCF receptor; Applications: FC/FACS
	State the source of each cell line used.: All the prostate cancer (22RV1, VCaP, LNCaP, PC3 and DU145), benign prostatic epithelial (RWPE-1), colorectal cancer (WiDr), pancreatic cancer (CAPAN-1), melanoma (SK-MEL-173) and human embryonic kidney 293 (HEK293FT) cell lines were obtained from American Type Cell Culture (ATCC) and maintained as per the guidelines. CWR22Pc cells were a kind gift from Dr. Marja T. Nevalainen, Medical College of Wisconsin, USA. C4-2 cells were a generous gift from Dr. Mohammad Asim, University of Surrey, UK, and were cultured according to ATCC guidelines. 16DCRPC, 42DENZR and 42FENZR cells were kindly gifted by Dr. Amina Zoubeidi, University of British Columbia, Canada. 
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: Cell line authentication was done via short tandem repeat (STR) profiling at the Lifecode Technologies Private Limited,Bangalore and DNA Forensics Laboratory, New Delhi, India.
	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 routinely tested negative for Mycoplasma contamination using PlasmoTest mycoplasma detection kit (InvivoGen).
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: No misidentified cell lines were used in this study.
	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: 0
	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.: The immunodeficient mice (Crl:CD1-Foxn1nu) were initially purchased from the Charles River Laboratory and the breeding colonies were maintained in specific-pathogen-free (SPF) facilities following as per the guidelines. 5-6 weeks old immunodeficient male mice  were used for subcutaneous 22RV1 xenografts implantation.
	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.: The 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.: The study did not include field-collected samples.
	Identify the organization(s) that approved the study protocol.: All procedures implemented in this study were approved by the Committee for the Purpose of Control and Supervision ofExperiments on Animals (CPCSEA), India, and conform to the regulatory standards of the Institutional Animal Ethics Committee of the Indian Institute of Technology Kanpur and Central Drug Research Institute, Lucknow, India. 
	Identify the organization(s) that approved the study protocol.: All patients’ specimens used in the study were collected after acquiring the mandatory approvals from the respective Institutional Review Boards and followed the ethical principles founded in the Declaration of Helsinki. 
	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.": The human research participants involved were male with median age of 61 (range 41-83) years. The Henry Ford Health System (HFHS) tissue microarrays (TMA) comprises of radical prostatectomy patients' specimens mostly with localized cancer and some with lymph node metastases. None of these patients received neoadjuvant therapy.The Vancouver Prostate Centre (VPC) TMA comprises of hormone naive cases (n=33) and cases administered with neoadjuvant hormone therapy (n=55), comprising LHRH agonists and bicalutamide for 3 months.NEPC patients’ specimens namely, WCM12, WCM155 and WCM677 obtained from the Department of Pathology and Laboratory Medicine, Weill Cornell Medicine, were treated with androgen deprivation therapy (ADT)WCM12 underwent platinum-based chemotherapy, WCM155 was treated with AURKA inhibitor alisertib on a clinical trial and WCM677 was treated with radium for castrate-resistant prostate cancer (CRPC).
	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.: No patient was directly recruited for this study.
	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.: 
	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.: 
	Provide a list of all files available in the database submission.: 
	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.: 
	Describe the experimental replicates, specifying number, type and replicate agreement.: 
	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.: 
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: 2
	Specify the command line program and parameters used for read mapping and peak calling, including the ChIP, control and index files used.: 
	Describe the methods used to ensure data quality in full detail, including how many peaks are at FDR 5% and above 5-fold enrichment.: 
	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 10.7 software
	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.: For Hoechst side population (SP) Assay, 22RV1-shSCRM and -shSPINK1 cells (5x105) were stained with Hoechst 33342 (5μg/ml) (Thermo Fisher Scientific) in presence or absence of verapamil (Sigma-Aldrich) with agitation for 2 hours at 37°C. Cells were then washed and resuspended in FACS buffer (1X PBS, 2% fetal bovine serum and 0.1% sodium azide). Further, cells were also stained with Propidium iodide (PI) (5μg/ml) (BioLegend) to exclude the dead cells and were subjected to flow cytometry.For ALDH activity, cells were resuspended in 1ml Aldefluor assay buffer followed by addition of 5μL of activated Aldefluor substrate. Cell suspension was immediately divided in two parts, one tube having 5μL of ALDH inhibitor, diethylaminobenzaldehyde (DEAB) and the other tube was used as such. The cells were incubated at 37°C for 30 mins, centrifuged and resuspended in 500μL of Aldefluor assay buffer; followed by flow cytometry analysis.For cell cycle analysis, SPINK1-silenced 22RV1 cells were fixed with 70% ethanol for 2hrs and subsequently stained with PI (50µg/ml) for 20 minutes as per the manufacture’s protocol. For apoptosis assay, cells were washed with cold 1X PBS and resuspended in 1X binding buffer (1x106 cells/ml). Subsequently, staining was performed using PE Annexin V Apoptosis Detection Kit I (BD Pharmingen), following the manufacturer’s instructions.For cell-surface marker staining, cells were stained with anti-human CD56 (NCAM1, PE/Cy7) antibody (eBioscience, Ab 25-0567-42, 1:50) and CD117-APC (c-KIT) antibody (Miltenyi Biotec, 130-098-207, 1:40) followed by one-hour incubation at 4°C.
	Identify the instrument used for data collection, specifying make and model number.: BD FACSCanto II (BD Biosciences),BD Influx™ Cell Sorter or Beckman Coulter’s CytoFLEX were used for FACS experiments.
	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.: Flow cytometry experiments were performed on pure populations of isogeneic cell lines. Moreover, no cell sorting has been done using flow cytometry.
	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.: The side population (SP) was detected using UV laser at 350 nm. The Hoechst blue and far red fluorescence was measured using 460/50 and 670/30 long-pass filter respectively. Higher laser power was used to capture red channel as its intensity is lower than blue channel. Optimal resolution of SP cells was obtained by using a laser power of 30-35 mW. For gating of side population tail, cells were first gated for the live population using forward scatter (FSC) and side scatter (SSC) dot plot; further a dim tail of SP were then gated and displayed as a dot plot for Hoechst blue (460/50) and far red (670/30) scatter. For each condition, ~100000 events were acquired on BD Influx™ Cell Sorter. Data analysis and acquisition was done using the FlowJo version 10.7.For gating ALDH-positive cell population, cells were first gated for live-cell population using forward scatter (FSC) and side scatter (SSC) dot plot. Further, a FITC channel vs. SSC dot plot was created and DEAB treated cells were used to gate the control population (as per the manufacturers guide to ALDEFLUOR Cell Flow Cytometry Setup Document #280000 available at www.stemcell.com). The same gate was applied over corresponding sample tube containing ALDH to demarcate the ALDH-positive population. For each condition, ~100000 events were acquired on BD FACSCanto II (BD Biosciences) or Beckman Coulter’s CytoFLEX platform and the analysis was performed using FlowJo version 10.7.For cell cycle analysis ~10000 events were acquired on Beckman Coulter’s CytoFLEX platform and results were analysed using in-built univariate model of FlowJo version 10.7.Gating strategy for Annexin V-7AAD analysis: Quadrants defining cells undergoing apoptosis were gated on Annexin V (PE) vs. 7AAD (PerCP) dot plots using unstained, Annexin V (PE) and 7AAD (PerCP) single stained cells. The quadrants were defined as Annexin+/7AAD- (early-apoptotic), Annexin-/7AAD+ (necrotic) and Annexin+/7AAD+ (late-apoptotic) cells. For each condition, ~10000 events were acquired on Beckman Coulter’s CytoFLEX platform and analyzed using FlowJo version 10.7.For cell-surface marker antibody staining, cells were first gated for live-cell population using forward scatter (FSC) and side scatter (SSC) dot plot. Histograms of specific antibody-stained cells were generated and compared to respective isotype controls. For each condition, ~100000 events were acquired on BD FACSCanto II (BD Biosciences) or Beckman Coulter’s CytoFLEX platform and analyzed with FlowJo version 10.7.
	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.: 



