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	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: C.L. (Lotje) Zuur
	YYYY-MM-DD: 2021-10-04
	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.: - Clinical data were collected using eCRFs created in the TENALEA (v 2.1) clinical trial data management system at the Netherlands Cancer Institute. - DNA and RNA sequencing data were collected as FASTQ files; derived features (e.g. TMB, COSMIC-signatures, Hypoxia signature) were stored as .tsv files. - Marker expression and spatial features (e.g. intratumoral or stromal location) derived from multiplex immunofluorescence were collected as .csv files. - Immunohistochemistry and FDG-PET-derived data were collected as .xlsx files.
	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.: - Clinical data were analyzed and statistically tested using R (v 4.0.3).- DNA (whole-exome) sequencing: Illumina bcl2fastq (2.20), Skewer (v 0.2.2), FastQC (v 0.11.5-cegat), Burrows-Wheeler Aligner (v 0.7.12), GATK4 (v 4.0.6.0), MutationalPatterns (v 1.12.0), Ensembl Variant Effect Predictor (v 1.10), MutationalPatterns (v 1.12.0). Statistics performed in R (v 3.6.3).- RNA sequencing: Illumina bcl2fastq (2.20), Skewer (v 0.2.2), cutadapt (v 1.12), FastQC (v 0.11.5-cegat), STAR (v 2.6.0c),  HTseq-count (v 0.11.1), DESeq2 (v 1.26.0). Statistics performed in R (v 3.6.3).- Multiplex immunofluorescence: Vectra automated imaging system (v 3.0), InForm software (v 2.4), HALO™ image analysis software (v 3.0, Indica Labs), Indica Labs Highplex FL algorithm (v3.0.3). Statistics performed in R (v 3.6.3).- PD-L1, HIF1a, HLA, p53, p16, microsatellite stability and ERG-immunohistochemistry: standard light microscopy, statistics (if performed), were done in GraphPad Prism (v. 8.4.3)- FDG-PET-based total lesion glycolysis: Osirix (v 11.0.1, Pixmeo, Switzerland), statistics performed in GraphPad Prism (v. 8.4.3).
	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 raw DNA and RNA sequencing data generated in this study have been deposited in the European Genome-phenome Archive (EGA) under accession codes EGAS00001005466 [https://ega-archive.org/studies/EGAS00001005466] and EGAS00001005454  [https://ega-archive.org/studies/EGAS00001005454]. Sequencing reads were mapped to the human genome [Homo.sapiens.GRCh38.v82, https://www.ncbi.nlm.nih.gov/assembly/GCF_000001405.26/]. The previously published IFNγ, joint chronic hypoxia, MCPcounter and Danaher genesets were used in this paper. PreRanked gene set enrichment analysis (GSEA) was performed using the BROAD javaGSEA standalone version [http://www.broadinstitute.org/gsea/downloads.jsp] and the curated ‘hallmark genesets’ [http://software.broadinstitute.org/gsea/msigdb/collections.jsp].DNA, RNA, multiplex immunofluorescence and all other relevant, de-identified clinical data of individual patients are available under restricted access. Access to these data can be obtained upon scientifically sound request with the NKI’s scientific repository at repository@nki.nl, who will contact corresponding author C.L.Z.. All requests will be reviewed by the institutional review board (IRB) of the Netherlands Cancer Institute (NKI), and will require the requesting researcher to sign a data access agreement with the NKI.Source data are provided with this paper, from which all processed and annotated data (FDG-PET, immunohistochemistry, multiplex immunofluorescence, processed DNA and RNAseq) that underlie the Figures (1b, 1e-g, 2a-c, 2e-h) and Supplementary Figures (5d, 6a-g, 7, 8a-b) are available. The most recent version of the Trial Protocol is available under Supplementary Note 1 from the Supplementary Information file.
	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.: Safety and feasibility, defined as no delay in surgery due to immune-related adverse events beyond week 6, were the primary endpoints of the phase Ib study.  Twelve patients were included in phase Ib in a double 3+3 design. The first 3 patients were treated with nivolumab monotherapy prior to surgery. When safety according to primary outcome was established in all 3 patients, 3 additional patients were treated with neoadjuvant nivolumab monotherapy. If the primary endpoint was met in at least 5 of 6 total nivolumab monotherapy patients, 3 new patients were included and treated with neoadjuvant nivolumab with ipilimumab. After again establishing safety of preoperative nivolumab + ipilimumab according to the primary endpoint in these 3 patients, 3 additional patients were included and treated with neoadjuvant nivolumab + ipilimumab. If the primary endpoint was met in at least 5 of 6 nivolumab + ipilimumab patients, an exploratory phase IIa expansion cohort would be opened in which 20 additional patients would be treated with the most intense regimen (i.e. nivolumab + ipilimumab), if proven tolerable in phase Ib.For phase Ib, no formal sample size calculation was performed and a 3+3 design was used. For the sample size calculation of phase IIa, a 33% incidence of pathological response was hypothesized. A pathological response rate less than 10% would be considered clinically irrelevant. Combining phase Ib and IIa would yield a minimum of 26 patients treated with either nivolumab monotherapy or nivolumab + ipilimumab. Assuming a pathological response in 33% of 26 patients would allow for the rejection of an actual pathological response rate of < 10% in the population at large with 95% power and 95% (one-sided) confidence.
	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.: Thirty-three patients were treated with neoadjuvant ICB (12 in phase Ib, 21 in phase IIa). One patient (phase IIa) refused surgery after neoadjuvant treatment, went off-study and was treated with nivolumab maintenance therapy at another institute. This patient was replaced and not included in safety, efficacy or translational analyses.The remaining 32 patients were included in the safety analysis. Three patients in phase IIa did not undergo surgery due to retrospective baseline ineligibility for curative surgery (n=2) or disease progression under neoadjuvant treatment precluding surgery (n=1). While on-treatment biopsies were taken, these 3 patients were excluded from pathological efficacy and survival analysis, though an additional overall survival analysis was conducted including these 3 patients based on the clinical and radiological impression of response they had on the researchers: 1 likely major pathological response and 2 likely no pathological response. For the explorative translational analyses, these 3 patients are also included based on their clinical/radiological response.
	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.: Pertaining to scarcity of the unique clinical material collected in the context of the present study, replication of experiments was unfeasible and was not performed. All antibodies and reagents used in the translational investigations had been previously validated and optimized.
	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.: There was no randomization. Phase Ib patients were treated with nivolumab (first n=6) or nivolumab + ipilimumab (next n=6) based on order of accrual. All phase IIa patients would be treated with the same dosage of nivolumab + ipilimumab, after this regimen proved safe and feasible in the phase Ib.Covariates were controlled by using clearly defined inclusion and exclusion criteria as summarized in the manuscript, and fully detailed in the Study Protocol.
	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.: IMCISION was an open-label study. The neoadjuvant treatment given in phase Ib was pre-determined and based on order of accrual as  described under 'Sample Size'. As all phase IIa patients would be treated with the most intense regimen (nivolumab + ipilimumab) after its feasibility had been established in phase Ib, treating physicians and investigators would need to be aware of the neoadjuvant treatment in phase Ib; blinding was therefore not performed. In phase IIa, only one neoadjuvant treatment regimen would be administered to all, making blinding senseless.
	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.: - HIF-1a, clone 54/HIF-1a, BD Transduction Laboratories, CatalogNo: 610959, LotNo: 8025665- PD-L1, clone 22C3, Agilent / DAKO, CatalogNo: M3653, LotNo: 10137461- p16, clone MX007, ImmunoLogic, CatalogNo: ILM 0632 C01, LotNo: 170105673A- p53, clone DO-7, Agilent / DAKO, CatalogNo: M7001, LotNo: 20035421- MLH1, clone ES05, Agilent / DAKO, CatalogNo: M3640, LotNo: 10144527- MSH2, clone G219-1129, Roche / Ventana, CatalogNo: 8033684001, LotNo: E25340Z- MSH6, clone EP49, Epitomics, CatalogNo: AC-0047d, LotNo: EP103003- PMS2 Ready-to-use, Roche / Ventana, CatalogNo: 8033692001, LotNo: F06406M- HCA2, mouse monoclonal, Nordic Mubio, CatalogNo: MUB0236P, LotNo: 7302- HC10, mouse monoclonal, Nodic Mubio, CatalogNo: MUB2037P, LotNo: 8108B- B2M, polyclonal, DAKO / Agilent, CatalogNo: A0072, LotNo: 00086522- CD3, clone SP7, ThermoScientific, CatalogNo: RM-9107-S, LotNo: 9107S1805A- CD8, clone C8/144B, DAKO / Agilent, CatalogNo: M7103, LotNo: 20048132- CD68, clone KP1, DAKO / Agilent, CatalogNo: M0814, LotNo: 20040389- FoxP3, clone 236A/47, DAKO / Agilent, CatalogNo: ab20034, LotNo: GR3220121-1- CD20, clone L26, DAKO / Agilent, CatalogNo: M0755, LotNo: 20038880- PanCK, clone AE1AE3, Thermoscientific, CatalogNo: MS-343P, LotNo: 343P1205H- OPAL polymer HRP Ms+Rb, ready-to-use, Perkin Elmer, CatalogNo: ARH1001EA, LotNo: 2264617- ERG, clone EPR3864, Roche Diagnostics, CatalogNo: 6478450001, LotNo: G03611
	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.: Each antibody staining protocol has been developed and validated in diagnostic setting under standard operating procedures in a certified pathology lab (EN ISO15189, M258).Each new antibody lot is validated by testing multiple dilutions and evaluating them with the pathologist in a standardized method, using positive control tissues suitable for the antibody (images and protocol details available upon request).
	State the source of each cell line used.: 
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: 
	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.: 
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: 
	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
	Identify the organization(s) that approved the study protocol.: The trial protocol and its amendments were reviewed and approved by the institutional medical ethics committee of the NKI (sponsor) under file number NL57794.031.16. All procedures were in accordance with the 1964 Helsinki declaration and consistent with Good Clinical Practice guidelines as formulated by the International Conference on Harmonization. All patients provided written informed consent prior to enrollment.
	For laboratory animals, report species, strain, sex and age OR state that the study did not involve laboratory animals.: 
	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.: 
	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.: 
	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.": Thirty-two patients were enrolled. Eligible patients, male or female, were 18 years of age or older and had T2–T4, N0–N3, M0 head and neck squamous cell carcinoma (HNSCC) and an indication for curatively intended extensive head and neck surgery. Patients with recurrent or residual HNSCC were eligible as long as they had an indication for salvage surgery with curative intent. All patients had a World Health Organization Performance Status of 0 or 1 and adequate end organ function. Main exclusion criteria were the presence of autoimmune disease, human immunodeficiency virus or hepatitis B/C infection; prior immunotherapy targeting CTLA-4, PD-1, or PD-L1 and use of immunosuppressive medication. Detailed patient characteristics are described in Table 1 and full in- and exclusion criteria are mentioned in the Study 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.: Patients either initially presented at the NKI or were referred for inclusion from other Dutch centers. All patients deemed eligible for the trial were informed and offered to participate.The present study may be subject to self-selection bias caused by a difference in health care literacy between head and neck cancer patients, though the investigators are not of the opinion that this played a major role in the work presented here. None of the included patients had referred themselves for inclusion in IMCISION. Any impact of self-selection bias was minimized by offering all eligible patients the opportunity to participate in IMCISION, and by providing them with the same, pre-approved (by the NKI medical ethics committee) information on the trial treatments and investigations. In addition, trial patients' baseline characteristics did not differ from the patients included in the historical cohort used for comparison. Moreover, self-selection bias impact was minimized by the objective evaluation of all study endpoints (safety and efficacy).Another potential bias is the relatively subjective determination of resectability of HNSCC, prior to enrollment. The impact of this bias was contained by presenting and discussing all eligible patients in the multidisciplinary tumor board meeting. 
	Provide the trial registration number from ClinicalTrials.gov or an equivalent agency.: ClinicalTrials.gov NCT03003637.
	Note where the full trial protocol can be accessed OR if not available, explain why.: The study protocol will be uploaded together with the manuscript.
	Describe the settings and locales of data collection, noting the time periods of recruitment and data collection.: Data collection was started from time of consent. Toxicity data were collected from first neoadjuvant ICB infustion until 100 days later. Data were collected in the NKI Head & Neck Surgery and Oncology outpatient clinic, day-care unit and, postoperatively, the NKI Head & Neck Surgery and Oncology ward. Data were entered in an eCRF by the clinical trial department of the NKI. Pathological response was determined by an experienced head and neck pathologist based on the surgical specimen obtained in week 5, or, ultimately, week 6. Radiological response was performed using RECIST (v.1.1) criteria on MR imaging obtained at baseline and week 4. Long term disease status and survival data will be collected for up to 2 years after surgery. The first patient was registered in the trial on February 2nd, 2017 and the final patient on October 25th, 2019. Data cut-off for the present report was May 11, 2021. The clinical eCRF database is securely stored at the NKI, Amsterdam, The Netherlands.
	Describe how you pre-defined primary and secondary outcome measures and how you assessed these measures.: Primary objectives for the phase Ib (n=12) were feasibility and safety. All patients were monitored for adverse events (AEs) from start of ICB until 100 days after the last ICB treatment. Adverse events were scored according to the Common Terminology Criteria for Adverse Events (CTCAE) version 4.0.3. Feasibility was determined based on immune-related adverse events leading to delay in surgery past week 6. Two neoadjuvant regimens [nivolumab monotherapy (n = first 6 patients) and nivolumab + ipilimumab (n = next 6 patients)] were tested in phase Ib. Safety interim analyses were performed after inclusion of 3 patients in both treatment cohorts. Neoadjuvant ICB would be deemed unsafe and unfeasible if immune-related AEs led to delay in surgery beyond week 6 in more than 1 of 6 patients included in a treatment cohort.Once safety had been established, accrual was expanded into a phase IIa cohort of 20 patients, for which the primary outcome was pathological efficacy and its relation with MRI-based RECIST radiological response. Pathological response was established by determining the percentage of residual viable tumor cells in the surgically resected specimen in week 5 (ultimately week 6). To correct for a low viable tumor cell count already present at baseline (i.e. not a treatment effect), the percentage change in the percentage of viable tumor cell count was calculated from baseline biopsy to week 5–6 surgical specimen. Radiological efficacy was defined according to RECIST (v.1.1) criteria applied on MR imaging performed at baseline and week 4–5 (shortly prior to surgery).Secondary and translational outcome measures included 2-year toxicity and survival parameters, baseline and on-treatment tumor hypoxia and molecular and immunological correlates of response to ICB. These were respectively assessed by evaluating trial patients at regular outpatient clinic visits,  and by performing correlative DNA/RNAsequencing, multiplex immunofluorescence and IHC studies of patient samples at both time points.
	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.: 
	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.: 
	axislabels: 0
	axisscales: 0
	plots: 0
	numberpercentage: 0
	Describe the sample preparation, detailing the biological source of the cells and any tissue processing steps used.: 
	Identify the instrument used for data collection, specifying make and model number.: 
	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.: 
	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.: 
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