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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Nabil Ahmed
	initial: 
	revised: 
	final: 
	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.: 1. LSM 5 Series Software (Carl Zeiss AG,  Oberkochen, Germany) 2. Volocity 6.3 (PerkinElmer, Waltham, MA) 3. SoftMax® Pro Microplate Data Acquisition and Analysis Software V6 4. BD FACSDIVA™ 5. BD Accuri™  C6 software 6. Kaluza for Gallios (Beckman Coulter Inc.)7. Living Image® (PerkinElmer, Waltham, MA) 8. SoftWoRx version 6.5.2 9. BioFlux Montage software (Molecular Devices, Sunnyvale CA)10. Clone Manager® (Sci-Ed Software, Cary, NC)
	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.: 1. Graphprism for windows version 6.072. Microsoft Excel of Microsoft Office Professional Plus 20133. IHC Profiler® plugin in ImageJ®4. Volocity 6.3  (PerkinElmer, Waltham, MA) and 5. MATLAB® R2014a (The MathWorks, Natick, MA) with custom scripts.6. MTrackJ 1.5.1 7. Kaluza 2.0 (Beckman Coulter Inc.) 8. FlowJo V10 (FLOWJO, LLC, Ashland) 9. SnapGene® 3.2 10. Duolink Image Tool v1.0.1.2 (Olink Bioscience, Uppsala, Sweden) 11. ImageJ FIJI 12. Imaris® 9.1.0
	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 data presented herein is available both in raw and in processed format. There are no restrictions to this statement.
	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.: This is applicable to in vivo experiments: Calculation of the sample size requirements for the in vivo studies assessing the T-cell homing and antitumor efficacy of CAR T cell were based on measurements of bioluminescence intensity signals with the IVIS imaging system. Preliminary data on the repeated measurements over time of firefly luciferase levels (in photon/sec/cm2/sr units) were used in determining the sample size. We based this on a hypothesis that mean luciferase levels in the homing experiment will be lowest in the control group (monitoring T-cells) and in the antitumor efficacy will be lowest in the HER2 CAR HS T-cell group (monitoring tumor size).  Intensity signal data were transformed into log values and then modeled by longitudinal methods (Hedeker et al. JEBS 1993). Specifically, the composite difference in mean intensity signals over time between the test vs. control groups was assumed to be 2.8 logs with a composite standard deviation of 2.2 logs. Furthermore, we assumed about >5 repeated measurements per mouse after T cell infusion and a within-mouse intra-correlation coefficient equal to 0.50.  Thus, sample of 5-10 mice per group was estimated to provide at least 80% power to detect the above difference between treated versus control group with a 5% significance level. 
	general: 
	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.
	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.: The number of replicates and experiments performed are noted under each experiment. Only reproducible experiments are reported in this manuscript. (For each experiment, note whether attempts at replication failed OR state that all attempts at replication 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.: This is applicable to the in vivo animal experiments: Randomization was performed by an experimenter who was separated from the executor of the experiment by drawing sealed tokens from a container at the time of T-cell infusion in the homing and efficacy experiment.
	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.: The performer of the animal experiment was blinded to the randomization process and to the detail of the T-cell product injected. Imaging of the experimental animals was blinded. Pathological examination was done in a blinded fashion. 
	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 any restrictions on the availability of unique materials OR confirm that all unique materials used are readily available from the authors or from standard commercial sources (and specify these sources).: The D3 specific antibody (OX124) and hybridoma were a kind gift from Dr. Marion Brown, Oxford, UK. These are now commercialized.
	Describe all antibodies used in the study; as applicable, provide supplier name, catalog number, clone name, and lot number.: The D3 specific antibody (OX124) and hybridoma were a kind gift from Dr. Marion Brown, Oxford, UK. Below is a summary of commercially available antibodies used in this study: Antibodies clone  Catalogue numbers Vendor Anti-FAK+A2:B14 Rabbit monoclonal [EP695Y]  ab40794 Abcam Cambridge, MA, USAanti-ALCAM-PE mouse monoclonal [EPR2759(2)]  ab219139 Abcam Cambridge, MA, USAanti-ICAM1 Mouse monoclonal [MEM-111]  ab2213) Abcam Cambridge, MA, USAanti-ICAM1-PE Rat monoclonal [YN1/1.7.4] to ICAM1 ab25553 Abcam Cambridge, MA, USAanti-VCAM1 Rabbit monoclonal [EPR5047]  ab134047 Abcam Cambridge, MA, USAanti-VCAM1-PE Monoclonal Mouse IgG2A Clone # IE10 # FAB5649P R&D Systems Minneapolis, United States anti-VE cadherin Rabbit polyclonal to VE Cadherin ab33168 Abcam Cambridge, MA, USAanti-von Willebrand (vWF) factor Mouse monoclonal [F8/86] to Von Willebrand Factor ab778 Abcam Cambridge, MA, USAanti-CD31-PE Mouse monoclonal [MEM05] t ab233642 Abcam Cambridge, MA, USAanti-CD31  Mouse monoclonal  [JC/70A] ab9498 Abcam Cambridge, MA, USABiotin-labeled Anti-CD18 KIM127  binds to a region of the CD18 molecule between amino acids 406 and 570  KIM127  Exploratory Research Cell Tech Therapeutics Ltd. (Slough, UK)Anti-phospho-SLP-76;  (Ser376)  13177 Cell signaling Technologies (Danvers, MA, USA)pTyr128 plyclonal Rabbit IgG i SAB4504654-100UG Sigma- Aldrich, (St. Louis, MO, USA). anti-VE-cadherin  Rabbit monoclonal (D87F2) 2500 Cell signaling Technologies (Danvers, MA, USA)Anti-HIF-1 mouse monoclonal (D5F3M)  79233 Cell signaling Technologies (Danvers, MA, USA)anti-pZAP-70-FITC Rabbit monoclonal (D1C10E) XP® 14424 Cell signaling Technologies (Danvers, MA, USA)anti-pZAP-70-PE Rabbit monoclonal(Tyr319) (65E4)  Cell signaling Technologies (Danvers, MA, USA)anti- LAG3 mouse monoclonal  Clone  T47-530  565617 BD biosciences (Franklin Lakes, NJ, USA). anti-TIM3 mouse monoclonal Clone  7D3 742856 BD biosciences (Franklin Lakes, NJ, USA). anti-PD-1 mouse monoclonal Clone  MIH18 557926 BD biosciences (Franklin Lakes, NJ, USA). anti-ALCAM-PE Monoclonal Mouse  Clone # 105901 MAB656-500 R&D Systems (Minneapolis, United States)anti-CD45-APC Monoclonal Mouse   Clone  HI30  555485 BD biosciences (Franklin Lakes, NJ, USA). anti-CD3-PerCP Monoclonal Mouse  Clone  SK7 340663 BD biosciences (Franklin Lakes, NJ, USA). anti-CCR7 Monoclonal Mouse  Clone  150503   560863 BD biosciences (Franklin Lakes, NJ, USA). anti-CD45RO  Monoclonal Mouse  Clone # 105905  BD biosciences (Franklin Lakes, NJ, USA). Anti-Talin-1  Monoclonal Mouse  (YQ-16) sc-81805 Santa Cruz Biotechnology (Dallas, TX, USA)anti-Vinculin  Monoclonal Mouse  clone hVIN- V9131-100UL Sigma- Aldrich, (St. Louis, MO, USA). Goat anti-human Fc-PE  plyclonal goat  sc-3736 Santa Cruz Biotechnology (Dallas, TX, USA)Alexa Fluor (AF) labelled secondary anti-mouse 488 polyclonal rabbit  A-11001 Millipore (Billerica, MA, USAAlexa Fluor (AF)anti-goat488 polyclonal rabbit A27012 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF)anti-rabbit 488 plyclonal goat  A-11034 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF)  secondary anti-mouse 647 plyclonal goat  A32728 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF)anti-goat647 polyclonal rabbit A27018 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF)anti-rabbit 647 plyclonal goat  A32733 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF) labelled secondary anti-mouse 594 plyclonal goat  A-11032 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF)anti-goat 594 polyclonal rabbit A-11032 Life Technologies (Carlsbad, CA, USAAlexa Fluor (AF)anti-rabbit 594 plyclonal goat  R37117 Life Technologies (Carlsbad, CA, USATexas Red Phalloidin (F-actin) probe T7471 Life Technologies (Carlsbad, CA, USAAF488 Phalloidin  (F-actin) probe A12379 Life Technologies (Carlsbad, CA, USAAnti-Fab DyLight 488  Goat Whole IgG 112-485-008 Jackson ImmunoResearch (Suffolk, UK)
	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.: The usage and validation of OX124 antibody is described in Castro et al. J Immunology 2007 and further validated in Chappell et al. Structure 2015.
	State the source of each cell line used.: Primary brain tumor endothelial cells (pTEC): Primary GBM surgical specimens were obtained on a human protocol approved by the Institutional Review Board of Baylor College of Medicine and The Houston Methodist Hospital, Houston, Texas, and were processed to isolate patient derived primary tumor endothelial cells (pTEC). DETAILS OF THE METHODOLODY FOR ISOLATION ARE IN THE METHODS SECTION. After 7-10 days, cells were checked for endothelial cell markers CD31, von Willebrand Factor and VE cadherin.  They were sorted on pan endothelial marker CD31 (PECAM-1) at the Baylor College of Medicine Flow Cytometry Core. Viable Sorted CD31 positive propidium iodide (PI) negative population of isolated GBM endothelial cells were regrown in EBM media in fibronectin/collagen coated flasks and used at passage 1-2 for the needed experiments.Other primary and established cell lines: Primary GBM cell lines were isolated from GBM surgical excision specimens and validated on a genome-wide expression analysis was performed by the Dan L Duncan Center Genomics and Proteomics Core Laboratory at Texas Children's Hospital using the Illumina's HumanWG-6 v3 BeadChips (Illumina, Inc. San Diego, CA). This array contains > 48K transcript probes (representing 42,620 genes), as described (Ahmed and Salsman et al. Clin Can Res 2010). Human Brain Microvascular Endothelial Cells (HBMEC), Human Brain Vascular Pericytes (HBVP) and CD1+ astrocytes were obtained from ScienCell Research Laboratories (Carlsbad, CA, USA). Human Lung Microvascular Endothelial Cells (HMVEC-L) were obtained from Lonza (Basel, Switzerland). Human Umbilical Cord Vascular Endothelial Cells (HUVEC), Human Embryonic Kidney-293A (HEK293) cells, U87-GBM cell line murine cerebral microvascular tumor endothelial cells, bEnd.3, and the murine lymph node vascular endothelial cells, 2-H11, were obtained from ATCC (Manassas, VA, USA). BALB/c mouse primary brain microvascular endothelial cells and BALB/c Primary Mouse lung Microvascular Endothelial Cells (PMVEC) were obtained from Cell Biologics Inc. (Chicago, IL, USA).
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: Primary brain tumor endothelial cells (pTEC) were checked for endothelial cells markers CD31, von Willebrand Factor and VE cadherin to confirm and endothealial phenotype.  Primary GBM cell lines were isolated from GBM surgical excision specimens and validated on a genome-wide expression analysis was performed by the Dan L Duncan Center Genomics and Proteomics Core Laboratory at Texas Children's Hospital using the Illumina's HumanWG-6 v3 BeadChips (Illumina, Inc. San Diego, CA). This array contains > 48K transcript probes (representing 42,620 genes), as described (Ahmed and Salsman et al. Clin Can Res 2010). Endothelial lines purchased were validated by the supplier (mostly ATCC) as detailed in respective brochures.Glioblastoma (U87) and medulloblastoma (Daoy) cell lines kept in culture were periodically validated at the MD Anderson STR Fingerprinting Service then used from a source stock. https://www.mdanderson.org/research/research-resources/core-facilities/characterized-cell-line-core-facility.html 
	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.: Cell lines were routinely tested for mycoplasma and immediately tested upon suspicion. None of the lines used in the reported experiments tested positive.
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: None were misidentified.
	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.: We used ICR-SCID mice (C.B-Igh-1b/IcrTac-Prkdcscid) were purchased from Taconic (Hudson, NY) with mean age of 10 weeks (±1 weeks) and mean weight of 23 grams (±3 grams). Both male and female animals were used in the experiments.
	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 the 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
	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.": Blood samples and primary tumor cells were obtained from subjects with glioblastoma on a protocol approved by the Institutional Review Board of Baylor College of Medicine at Baylor College of Medicine and The Methodist Hospital. Samples were based on serial diagnosis of glioblastoma and included both sexes and was blinded to ethnic backgrounds and other metrics. Some experiments were performed on healthy donor blood and were obtained on a separate IRB approved protocol.
	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.: Tumor samples and blood were obtained from serially operated on patients. Healthy blood donors self volunteered. 
	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.: 1. Kaluza software (Beckman Coulter Inc.) 2. FlowJo data analysis software (Flowjo LLC, Ashland, OR). 
	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.: Please refer to the methods section and extended data for details of the information summarized below:Cell adhesion molecules (CAM): 1x10e6 of various endothelial cells were harvested and stained using anti- human ALCAM-PE, anti- human ICAM-1-FITC, anti-human VCAM-1-FITC. Expression was analyzed by flow cytometry at basal levels, after conditioning with IL-6 (100 ng/ml) TNFα (10, 100, 500 ng/ml), TGFβ (1 µg/ml), and GBM-supe for 6 hours. ALCAM expression during basal and pathological conditions was measured on murine (2-H11, the BALB-C primary brain endothelium, bENd.3 and PMVECs) and human endothelial cells (HBMEC, pTEC, HMVEC-L, HUVEC) by flow cytometry. For inflammatory conditions, cells were cultured with TNFα, TGFβ, IL-6, IL-1, IFNγ at optimized concentration of 100 ng/ml for 6 hours. To simulate tumor environment, endothelial cells were exposed 6 hours to fresh supernatants from GBM cell culture, collected 24 and 48 hours post addition.Conditioned and normal cells (1x10e6) were washed in PBS containing 2% FBS and 0.1% sodium azide (FACS buffer; Sigma Aldrich) and stained with ALCAM-PE for an hour in the dark along with matched isotype controls.Approximately 100,0000 events/tube were captured. 
	Identify the instrument used for data collection, specifying make and model number.: 1. GalliosTM flow cytometer (Beckman Coulter Inc, Brea, CA)2. BD AccuriTM C6 (Becton Dickinson, Franklin Lakes, NJ)3. For sorting: BD FACS Aria (Becton Dickinson, Franklin Lakes, NJ)
	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.: Sorting was performed on primary glioblastoma endothelial cells and other T cells:After initial culture cell were sorted on the endothelial cells markers CD31, von Willebrand Factor and VE cadherin.  They were sorted on pan endothelial marker CD31 (PECAM-1) at the Baylor College of Medicine Flow Cytometry Core. Viable Sorted CD31 positive propidium iodide (PI) negative population of isolated GBM endothelial cells were regrown in EBM media in fibronectin/collagen coated flasks and used at passage 1-2 for the needed experiments.Experiments were performed on 5 primary endothelial lines that expressed all 3 antigens in >70 of the cell population.
	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.: Gating strategies are detailed in the methods section and illustrated in Extended Data Figures E1, E8 and E10.1. Flow-cytometry sorting gating strategy of primary tumor endothelial (pTEC) cells from freshly excised GBM was based on CD31 (PECAM-1) positivity after identification of singlets and exclusion using propidium iodide. GBM EC isolated also expressed for VE-cadherin, von Willebrand Factor (vWF) and ALCAM (Figure E1).2. Assessment of tumor infiltrating lymphocytes (TILs) in glioblastoma ex plants was done by gated on CD3+ then CD45+ then D3+ fractions after delineation of singlets and propidium iodide exclusion (E8 and E10).
	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.: 
	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.: 



