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For final submission: please carefully check your responses for accuracy; you will not be able to make changes later.
Statistics
For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.
n/a
Confirmed
Our web collection on statistics for biologists contains articles on many of the points above.
Software and code
Policy information about availability of computer code
For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
Data
Policy information about availability of data
All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability
- For clinical datasets or third party data, please ensure that the statement adheres to our policy 
Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation), and sexual orientation and race, ethnicity and racism.
Note that full information on the approval of the study protocol must also be provided in the manuscript.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.
Behavioural & social sciences study design
All studies must disclose on these points even when the disclosure is negative.
Ecological, evolutionary & environmental sciences study design
All studies must disclose on these points even when the disclosure is negative.
Did the study involve field work?
Field work, collection and transport
Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material, system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response. 
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Methods
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Commonly misidentified lines
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Palaeontology and Archaeology
Note that full information on the approval of the study protocol must also be provided in the manuscript.
Animals and other research organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research, and Sex and Gender in Research
Note that full information on the approval of the study protocol must also be provided in the manuscript.
Clinical data
Policy information about clinical studies
All manuscripts should comply with the ICMJE guidelines for publication of clinical research and a completed CONSORT checklist must be included with all submissions.
Dual use research of concern
Policy information about dual use research of concern
Hazards
Could the accidental, deliberate or reckless misuse of agents or technologies generated in the work, or the application of information presented in the manuscript, pose a threat to:
No
Yes
For examples of agents subject to oversight, see the United States Government Policy for Institutional Oversight of Life Sciences Dual Use Research of Concern.
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Does the work involve any of these experiments of concern:
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Statistic type for inference
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Models & analysis
n/a
Involved in the study
9.0.0.2.20101008.1.734229
This checklist template is licensed under a Creative Commons Attribution 4.0 International License, which permits use, sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, and indicate if changes were made. The images or other third party material in this article are included in the article's Creative Commons license, unless indicated otherwise in a credit line to the material. If material is not included in the article's Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/
.\by.png
2
2
2
2
2
2
2
1
1
1
1
2
1
1
2
1
1
1
2
	CurrentPageNumber: 
	Double-anonymous peer review submissions: write DAPR and your manuscript number here instead of author names.: Mikaël M. Martino
	YYYY-MM-DD: 26.07.2024
	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.: BD FACSAria™ Fusion flow cytometer and BD Influx™ for sorting of cells.  BD Fortessa for analysis of cells by flow cytometry.Image Processing Language (IPL) (Scanco Medical AG) or a NanoPET/CT scanner (Mediso) to calculate bone coverage and volume by microCT.
	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.: Statistics: GraphPad Prism software (v7)Histology analysis: ImageJ and Aperio ImageScope software (Leica Biosystems) Flow cytometery analysis: FlowJo v9MicroCT analysis: PMOD v3.3 biomedical image quantification software (PMOD Technologies)RNA sequencing analysis: Degust web tool (David R. Powell. Degust: interactive RNA-seq analysis, DOI: 10.5281/zenodo.3258932)Gene Ontology analysis: gProfiler webtool (Raudvere U, et al. Nucleic Acids Res, 2019, 47, W191-W198)Heatmap generation: pheatmap package (version 1.0.12) and RColorBrewer package (version 1.1-3)Gene-concept network plots: cnetplot function under the Enrichplot package (version 1.22.0) and the ClusterProfiler package (version 3.0.4)
	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 associated with this study are present in the main text or the supplementary materials. Source data are provided with this paper. RNA sequencing data generated for this study have been deposited in NCBI’s Gene Expression Omnibus (GEO) database under accession code GSE228871 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE228871) for bulk RNA-seq of endogenous Tregs, GSE230173 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE230173) for mini-bulk RNA-seq of monocytes/ macrophages from Treg-treated mice, GSE230177 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE230177) for mini-bulk RNA-seq of recovered exogenous Tregs and GSE268828 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE268828) for bulk RNA-seq of macrophages from Treg-depleted mice.
	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.: No statistical methods were used to predetermine sample size. Estimates were made based on our previous experience, availability and feasibility required to obtain statistically significant results. This methodology was followed based on previously published research articles (DOI: 10.1126/science.1247663 and DOI: 10.1038/s41536-023-00297-0), while complying with the 3Rs rule on reducing, replacing and refining the use of animals for scientific purpose. The simple size (n) for each experiment is provided in the figure legends. 
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, 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.": This study did not use human participants. We used human cells with informed consent (see Ethics section below) but no personal information was recorded.
	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.: 
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: Human CD4+ CD25(hi) Foxp3+ naturally occurring Tregs were isolated from healthy volunteers with informed consent and approval from the Newcastle and North Tyneside Research Ethics Committee (UK, approval number 09/H0907/61). 
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: Only male mice were used in this study, although female mice would have provided further insight on the gender differences in the treatment of muscle, skin and bone injuries. However, due to consistency and to ensure that our treatment variabilities are not due to gender differences we chose to utilize only male mice.
	Identify the organization(s) that approved or provided guidance on the study protocol, OR state that no ethical approval or guidance was required and explain why not.: Animal experiments were approved by the Monash Animal Research Platform ethics committee (approval number 17124). 
	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.: Data were not excluded from study reporting. Animals who suffered perioperative (same day) death were not included in study reporting. 
	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.: Results shown are representative of several independently performed experiments. Each dot in the bar plots indicates individual biological replicates. 
	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.: All studies were performed with randomization when possible. For all in vivo experiments, mice were preselected based on age and then randomly assigned to treatment groups.
	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.: Histological analyses of the bone and muscle tissues were blinded.
	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.: Flow cytometry antibodies:Anti-mouse antibody used for Fc receptor blocking: TruStain FcX anti-CD16/32 (10 μg/ml; clone 93, BioLegend)Anti-mouse antibodies to detect lymphocytes: 1. PE/Cyanine7 anti-CD3 (BioLegend, Clone 17A2, 2.7 µg/ml)2. APC anti-CD4 (BioLegend, Clone GK1.5, 2 µg/ml) 3. BV605 anti-CD4 (BioLegend, Clone GK1.5, 2 µg/ml)4. BV421 anti-CD8 (BioLegend, Clone 53-6.7, 2 µg/ml)5. PE anti-CD25 (BioLegend, Clone PC61, 2 µg/ml)6. FITC anti-Foxp3 (Tonbo Biosciences, Clone 3G3, 10 µg/ml)7. APC anti-IL-10 (BioLegend, Clone JES5-16E3, 2 μg/ml)Anti-mouse antibodies to detect myeloid cells: 1. BV711, PE and APC-Fire750 anti-CD11b (BioLegend, Clone M1/70, 2 µg/ml)2. PE and BV711 anti-F4/80 (BioLegend, Clone BM8, 8 µg/ml)3. PE/Cyanine7 anti-CD206 (BioLegend, Clone C068C2, 2 µg/ml)4. BV421, BV711 and PerCP/Cyanine5.5 anti-Ly6G (BioLegend, Clone 1A8, 2 µg/ml)5. FITC anti-Ly6C (BioLegend, Clone HK1.4, 6.7 µg/ml)6. PerCP/Cyanine5.5 anti—Siglec-F (BioLegend, Clone S17007L, 2 µg/ml)7. PE/Cyanine7 anti-CD115 (BioLegend, Clone AFS98, 2.7 µg/ml)Anti-human antibodies:1. CD4 (eBioscience, clone OKT4, 2.5 µg/ml)2. PE anti-human Foxp3 antibody (eBioscience, Clone 236A/E7, 3 µg/ml)3. PE-Cy7 anti-human Helios antibody (Biolegend, Clone 22F6, 2.5 µg/ml)4. PE anti-CD3 (BioLegend, clone UCHT1, 2 µg/ml)5. AF700 anti-CD4 (BioLegend, clone SK3, 2 µg/ml)Immunostaining antibodies:1. Rat anti-mouse F4/80 (Thermo Fisher Scientific, #14-4801-82, 5 μg/ml)2. Rat anti-human/mouse Foxp3 (PCH101) (Thermo Fisher Scientific, #14-4776-82, 5 μg/ml)3. Goat anti-rat Alexa Fluor-488 (Thermo Fisher Scientific, #A-11006, 2 µg/ml)
	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 flow cytometry conjugated primary antibodies from BioLegend, eBioscience and Thermo Fisher Scientific were validated by the manufacturer on C57BL/6 mouse bone marrow cells, C57BL/6 mouse splenocytes or BALB/c mouse peritoneal macrophages.
	State the source of each cell line used and the sex of all primary cell lines and cells derived from human participants or vertebrate models.: 
	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). Permits should encompass collection and, where applicable, export.: 
	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 and age OR state that the study did not involve laboratory animals.: C57BL6/J were purchased from the Monash Animal Research Platform.Foxp3(DTR/GFP) were bred in house using the Jackson laboratory (strain 016958).Foxp3(IRES-mRFP) mice were bred in house from the Jackson laboratory (strain 008374).B6.129P2-Il10tm1Cgn/J (l10 knockout) mice were purchased from Jackson laboratory (strain 002251). All mice were housed in 12:12 light:dark light cycles at room temperatures ranging between 20°C and 24°C and humidities between 40 and 60%. Food and water were available ad libitum to the mice. Regular diet (BARASTOC) was provided. All animals displayed normal behaviour directly after recovery from anaesthesia. At any significant sign of distress or at the end of the experiments, animals were euthanized by cervical dislocation or CO2 asphyxiation.
	Provide details on animals observed in or captured in the field; report species 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. 
	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 used.
	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.: 
	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.: 
	Describe the methods by which all novel plant genotypes were produced. This includes those generated by transgenic approaches, gene editing, chemical/radiation-based mutagenesis and hybridization. For transgenic lines, describe the transformation method, the number of independent lines analyzed and the generation upon which experiments were performed. For gene-edited lines, describe the editor used, the endogenous sequence targeted for editing, the targeting guide RNA sequence (if applicable) and how the editor was applied.: 
	Report on the source of all seed stocks or other plant material used. If applicable, state the seed stock centre and catalogue number. If plant specimens were collected from the field, describe the collection location, date and sampling procedures.: 
	Describe any authentication procedures for each seed stock used or novel genotype generated. Describe any experiments used to assess the effect of a mutation and, where applicable, how potential secondary effects (e.g. second site T-DNA insertions, mosiacism, off-target gene editing) were examined.: 
	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 Software for analysis
	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.: Skin wounds were harvested using an 8 mm biopsy punch, muscle defects including the proximal and distal segments of the quadriceps were excised, and injured calvarial bone including the original craniotomy defects were cut out, after which harvested tissues were finely minced with scissors. Tissue mincing was followed by enzymatic digestion using 2 mg/ml Collagenase II (Thermo Fisher Scientific, #17101015) for muscle and bone, and Collagenase XI (Sigma-Aldrich, #C7657) for skin, supplemented with 100 μg/ml DNase I (Roche). Two 20-minute digestions at 37°C  were conducted, and after each, the supernatant with released cells was collected and enzymes were neutralized with DMEM/F12 (for macrophage isolation) or RPMI 1640 (for Treg isolation) containing 10% heat-inactivated FBS and 5 mM EDTA. This mixture was kept chilled while the remaining undigested tissue underwent the second digestion. All released cells and digested tissue were passed through a 70 μm cell strainer (Greiner), with residual tissue further mashed using a syringe plunger. The resulting single-cell suspensions were centrifuged at 500 x g for 10 minutes at 4°C then treated with ice-cold RBC lysis buffer for 40 seconds on ice, washed, and centrifuged to yield an immune cell pellet for antibody staining.Cells were incubated with TruStain FcX™ anti-mouse CD16/32 antibodies (10 μg/ml; clone 93, BioLegend) diluted in flow cytometry (FACS) buffer (5% heat-inactivated FBS + 5 mM EDTA in PBS), for 20 minutes on ice, and subsequently incubated with cell surface antibodies in FACS buffer for 30 minutes on ice. Cell surface antibodies were added according to the target population. If intracellular staining was required, viability was measured by staining the cells with LIVE/DEAD™ Fixable Aqua Dead Cell Stain Kit, for 405 nm excitation (ThermoFisher, #L34957, 1:500) prior to surface staining. Otherwise, viability was detected with 4′, 6-diamidino-2-phenylindole dihydrochloride (DAPI) (BV421).
	Identify the instrument used for data collection, specifying make and model number.: Flow cytometery: BD Fortessa flow cytometery. FACS sorting: BD FACSAria™ Fusion flow cytometer (BD Biosciences) and BD Influx™ cell sorter. 
	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.: For sorting of Tregs from spleen, the population is almost 100% pure and makes up 20% of the CD3+ CD4+ population in the spleen. For sorting of Tregs from skin, muscle and bone, the population is almost 100% pure as we exclude myleoid cells that are likely sticking to the T cells. This ensures we get a pure Treg population and it makes up 20% of the CD3+ CD4+ population. For sorting of macrophages (CD11b+ F4/80+) the population is almost 100% pure as we exclude the cells that will likely stick to macrophages like neutrophils and eosinophils. 
	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.: All the gating strategies are based on FMOs (Fluorescence Minus One). Spleen Tregs CD4+GFP+(or RFP+) cells were gated from CD3+ CD4+, live cells, singlets and cells gate. Skin, muscle and bone Tregs CD4+ GFP+ (or RFP+) cells were gated fron CD3+ CD4+ cells after exclusion of myeloid cells (CD11b+, F4/80+).Skin, muscle and bone Macrophages (F4/80+ CD11b+) were gated by excluding Ly6G and Siglec-F populations from the live cells. Skin, muscle and bone Neutrophils: (CD11b+ Ly6G+) were gated from total live cells.Skin, muscle and bone Monocytes: (CD11b+ Ly6CHi) were gated from CD11b+ Ly6G– cells.Skin, muscle and bone pro-repair Macrophages: Pro-repair macrophages (CD206+) were gated from CD11b+ F4/80+ cells.Skin, muscle and bone CD8 T cells: CD8+ cells were gated from CD3+ T cells.Skin, muscle and bone CD4 T cells: CD4+ cells were gated from CD3+ T cells.
	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.: 
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