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For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.
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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.
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- Accession codes, unique identifiers, or web links for publicly available datasets
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- For clinical datasets or third party data, please ensure that the statement adheres to our policy 
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Policy information about studies involving human research participants
Note that full information on the approval of the study protocol must also be provided in the manuscript.
Clinical data
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All manuscripts should comply with the ICMJE guidelines for publication of clinical research and a completed CONSORT checklist must be included with all submissions.
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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:
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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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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Kai-Michael Toellner
	YYYY-MM-DD: 2022--03--24
	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.: Imunohistology: Images were taken on a Leica DM6000 fluorescence-microscope (Leica Germany), or Zeiss Axio ScanZ1, and Zeiss LSM880 with Airyscan Fast.  FACS were analyzed using BD LSRFortessa Analyzer (BD Biosciences, USA) with the software BD FACSDiva (BD Biosciences).  The RNA-seq libraries were sequenced on the Illumina HiSeq 2000 platform (Illumina, Crick advanced sequencing).  Light sheet microscopy: A plane illumination microscope (Zeiss LightSheet Z1). Intravital multiphoton microscopy: popliteal LNs were imaged with a Chameleon Vision-S tuneable Ti:Sapphire multiphoton laser and Leica SP8 microscope.  Calcium imaging by using a TrimScope II from Lavision Biotec, at an excitation of 850 nm (TiSa) and 1100 nm (OPO).
	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.: Flow cytometry: Flow Jo Version v. 9, v.10. Microscopy Zeiss Zen black (V8.1) and Zeiss Zen blue 1.1.2.0,  RNAseq data were analysed using Partek Flow version 9.0. Light sheet microscopy Arivis Vision4D. Calcium imaging data was analyzed with image analysis software Imaris 9.2.  Data from Multiphoton microscopy was process by using Bitplane Imaris version 8.2, ImageJ 2.3.0. Statistical analysis was performed using GraphPad Prism 6 software. Automated cell tracking: using Fiji ImageJ + Trackmate and custom code deposited on Github.  Customized Fiji groovy script was written to automate the tracking and export statistics available at https://github.com/JeremyPike/SCS-cell-tracking (DOI: 10.5281/zenodo.6334218).Customized ImageJ macros available at https://github.com/JeremyPike/SCS-cell-tracking
	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 datasets generated during the current study are available in the Gene Expression Omnibus (GEO) Database, [PERSISTENT WEB LINK TO DATASETS].The source data generated in this study are provided in the Source Data 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.: Power calculations based on our previous studies predict that group sizes of 12-14 animals are sufficient. Often these group sizes are not available without extensive breeding to substantially increase colony sizes, which can lead to wasting of necessarily bred animals. To avoid this and reduce animal numbers, we usually split experiments into groups half this size. 
	life: 
	behavioural: 
	eee: 
	If no data were excluded from the analyses, state so OR if data were excluded, describe the exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established.: No data were excluded.
	Describe the measures taken to verify the reproducibility of the experimental findings. If all attempts at replication were successful, confirm this OR if there are any findings that were not replicated or cannot be reproduced, note this and describe why.: All experiments are independently reproduced in 2-4 times.
	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.: Animals are age matched and randomly allocated into groups mixing animals of different sex and from different cages.
	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.: Because the same researchers performing treatments were also responsible for planning and analysis of experiments. They were not blinded to allocation during experiments or outcome assessments. 
	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.: CD4 RM4-5 eBioScience 17-0042-82 AB_469323 APC 1/100 IHCCD138 281-2 BD Biosiences 553712 AB_394998 purified 1/100 IHCCD31 MEC13.3 BioLegend 102504 AB_312911 Biotin 1/200 IHCIgD Polyclonal Novus Biologicals NBP2-69334  purified 1/1000 IHCIgD 11-26c.2a BD Biosiences 553438 AB_394858 Purified 1/1000 IHCIgD 11-26c.2a BD Biosiences 560868 AB_10612002 APC 1/100 IHC, 1/1000 FACSIgD 11-26c.2a BD Biosiences 744291 AB_2742121 BV421 1/100 IHC, 1/200 FACSFibroblasts monoclonal antibody  ER-TR7 Invitrogen MA1-40076  purified 1 in 50 IHCPeanut Agglutinini (PNA)  Vector B-1075-5  Biotin 1/200 IHCLYVE1 Polyclonal Abcam ab14919  purified 1/200 IHCKi67 Polyclonal Abcam ab15580  purified 1/400 IHCCD169 3D6.112 BioLegend 142402 AB_10916523 Purified 1/200 IHCCD169 3D6.112 BioLegend 142408 AB_2563621 AI 647 1/200 FACSCD169 3D6.112 BioLegend 142421 AB_2734202 BV421 1/200 FACSCCL21 Polyclonal R and D system AF457  purified 1 in 50 IHCNP-Rabbit Ig  house made    IHCNP-PE  house made    FACSCD16/32 93 eBioScience 14-0161-82 AB_467133 purified 1/200 FACSCD4 RM4-5 BioLegend 100559 AB_2562608 BV510 1/300 FACSB220  RA3-6B2 BD Biosiences 561102 AB_10561687 APC-Cy7 1/1000  FACSB220  RA3-6B2 BD Biosiences 553092 AB_398531 APC 1/1000  FACSB220  RA3-6B2 BD Biosiences 563793 AB_2738427 BUV395 1/800 FACSB220  RA3-6B2 BioLegend 103240 AB_11203896 BV421 1/200 FACSB220  RA3-6B2 BioLegend 103248 AB_2650679 BV510 1/200 FACSCD138 281-2 BD Biosiences 558626 AB_1645216 APC 1/200 FACSCD138 281-2 BD Biosiences 566289 AB_2739663 BV421 1/200 FACSCD138 281-2 BioLegend 142519 AB_2562571 BV711 1/400. FACSCD38 90 BD Biosiences 562770 AB_2737782 PerCP 1/200 FACSCD38 90 BD Biosiences 562769 AB_2728651 Al 647 1/1000 FACSFas Jo2 BD Biosiences 557653 AB_396768 PE-Cy7 1/300 FACSFas Jo2 BD Biosiences 740507 AB_2740227 BV605 1/300 FACSGL7 GL-7 (GL7) eBioScience 48-5902-82 AB_10870775 eFluor 450 1/100 FACSBcl6 K112-91 BD Biosiences 563582 AB_2738292 PE-Cy7 1/300 FACSCD62L MEL-14 BioLegend 104441 AB_2561537 BV510 1/200 FACSCD73 TY/11.8 eBioScience 25-0731-82 AB_10853348 PE-Cy7 1/200 FACSCD80 16-10A1 eBioScience 15-0801-82 AB_468774 PE-Cy5 1/200 FACSPD-L2 (CD273) TY25 BioLegend 107203 AB_345251 Biotin 1/100 FACSCCR7  4B12 BD Biosiences 560682 AB_1727442 PE 1/100 FACSCD11b M1/70 BioLegend 101263 AB_2629529 BV510 1/200 FACSCD11c  N418 eBioScience 25-0114-82 AB_469590 PE-Cy7 1/400 FACSCD11c  N418 eBioScience 17-0114-82 AB_469346 APC 1/500 FACSF4/80  BM8 eBioScience 25-4801-82 AB_469653 PE-Cy7 1/400 FACS      
	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 detail information of monoclonal antibody, check website: https://scicrunch.org/resourcesCD16/32: AB_467133. CD4 APC: AB_AB_469323.  CD4 BV510: AB_2562608B220 APC-Cy7: AB_10561687.  B220 APC: AB_AB_398531.  B220 BUV395: AB_2738427.B220 BV421: AB_11203896.  B220 BV510: AB_2650679.  Purified CD138:  AB_394998.CD138 APC: AB_1645216. CD138 BV421: AB_2739663.  CD138BV711: AB_2562571CD38 PerCP: AB_2737782. CD38 AL 647: AB_2728651. Fas PE-Cy7: AB_396768Fas BV605: AB_2740227. GL7 eFluo450: AB_10870775. Bcl6 PE-Cy7: AB_2738292. Purified IgD: AB_394858. IgD APC: AB_10612002. IgD BV421: AB_2742121CD62L BV510: AB_2561537. CD73 PE-Cy7: AB_10853348. CD80 PE-Cy5: AB_468774PDL2 Biotin: AB_345251. CCR7 PE: AB_1727442. CD31 Biotin: AB_312911CD11b BV510: AB_2629529. CD11c PE-Cy7: AB_469590CD11c APC: AB_469346. F4/80 PE-Cy7: AB_469653Sheep anti-mouse IgD: https://www.novusbio.com/products/igd-fc-antibody_nbp2-69334LYVE1: https://www.abcam.com/lyve1-antibody-bsa-and-azide-free-ab14917.htmlKi67: https://www.abcam.com/Ki67-antibody-ab15580.htmlPNA biotin: https://vectorlabs.com/products/glycobiology/biotinylated-peanut-agglutinin-pnaCCL21: https://www.rndsystems.com/products/mouse-ccl21-6ckine-antibody_af457ER-TR7: https://www.thermofisher.com/antibody/product/Fibroblasts-Antibody-clone-ER-TR7-Monoclonal/MA1-40076NP PE and NP Rabbit: ref:  https://doi.org/10.1002/eji.201141762Secondary antibody: https://www.jacksonimmuno.com/catalog/products/712-545-153https://www.jacksonimmuno.com/catalog/products/712-165-153https://www.jacksonimmuno.com/catalog/products/712-136-153https://www.jacksonimmuno.com/catalog/products/711-095-152https://www.jacksonimmuno.com/catalog/products/711-165-152https://www.jacksonimmuno.com/catalog/products/711-605-152https://www.jacksonimmuno.com/catalog/products/713-545-147https://www.jacksonimmuno.com/catalog/products/705-605-147https://www.jacksonimmuno.com/catalog/products/016-540-084https://www.jacksonimmuno.com/catalog/products/016-600-084https://www.thermofisher.com/antibody/product/Donkey-anti-Goat-IgG-H-L-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-21432https://www.thermofisher.com/antibody/product/GFP-Antibody-Polyclonal/A-21311https://www.thermofisher.com/order/catalog/product/S32355https://www.abcam.com/biotin-rfp-antibody-ab34771.htmlhttps://www.biolegend.com/en-gb/products/brilliant-violet-421-streptavidin-7297?GroupID=GROUP23https://www.biolegend.com/en-us/products/brilliant-violet-711-streptavidin-9665?GroupID=GROUP23Antibodies were validated by manufacturers. Antibodies were chosen based on the available literature. Antibodies are tested by limiting dilution, compensation control and fluorescence minus one controls,  non-relevant isotype controls.  
	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). 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
	Identify the organization(s) that approved the study protocol.: All procedures on animals were approved by University of Birmingham Ethics Committee AWERB (Animal Welfare Ethical Review Board), and done under UK Home Office license for procedures on animals: PPL 70/8011, PEAE92FA and PP8702596.  
	For laboratory animals, report species, strain, sex and age OR state that the study did not involve laboratory animals.: Host C57BL/6J mice (wild type, WT) were purchased from Harlan laboratories (stocknumber: 632c57bl/6J) . WT or heterozygous gene deficient control animals were bred in the same colony as gene deficient animals.  Mice were mixed sexes and used at 8-12 weeks age. Ackr4tm1.1Rjbn (Ackr4-/-) mice were a gift from R. Nibbs (University of Glasgow) (PMID: 29760193,  http://www.informatics.jax.org/allele/key/625599). Cγ1Cre mTmG mice were generated by crossing Ighg1tm1(cre)Cgn  (RRID:IMSR_JAX:010611) with Gt(ROSA)26Sortm4(ACTB-tdTomato, -EGFP)Luo mice (RRID:IMSR_JAX:007576) (Jackson lab).  For all adoptive transfer experiments, variants of QM mice were used, which were homozygous for a NP-specific Ig heavy chain variable region from Igh-Jtm1(VDJ-17.2.25)Wabl (PMID: 8658139)and Ig kappa light chain deficient (Igktm1Dhu) (PMID: 8458339). Some QM mice contained a constitutively expressed enhanced yellow fluorescent protein (eYFP) derived from Gt(ROSA)26Sortm1.1(EYFP)Cos  (RRID:IMSR_JAX:006148, QM eYFP mice), or were crossed onto Gt(ROSA)26Sortm4(ACTB-tdTomato,-EGFP)Luo (QM mTmG mice). QM CCR7-/- mice are QM crossed with CCR7tm1Rfor mice (PMID: 10520991. Ccl21tdTom knock-in mice (PMID: 28611158) were a kind gift from G Anderson (University of Birmingham). Ccl21tdTom heterozygous mice were used to detect Ccl21a gene expression. S1pr2CreERT2 Ai14 mice were generated by crossing Gt(ROSA)26Sortm14(CAG-tdTomato)Hze (RRID:IMSR_JAX:007914) onto S1pr2CreERT2 to get S1pr2CreERT2 Ai14 mice.  Mice are housed at the Biomedical Services Unit, the University of Birmingham as specific pathogen-free/SPF, at 21 degrees +/- 2 degrees and 55% Relative Humidity (RH) +/- 10% on a 12 hour (7am- 7pm) light dark cycle. 
	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.": 
	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.: 
	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.: 
	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.: FACS Data were analyzed offline with FlowJo (V9, V10) (FlowJo LLC, USA).
	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.: Cells from spleens and lymph nodes were prepared in RPMI1640, and then cells were stained by antibody cocktails which were mixed in FACS buffer (PBS supplemented with 0.5% BSA plus 2mM EDTA).
	Identify the instrument used for data collection, specifying make and model number.: Flow Cytometry was analyzed by BD LSRFortessa Analyzer (BD Biosciences, USA). High-speed cell sorter (MoFlo, Beckman-Coulter) was used to sort out interested cells.
	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.: Relevant cells populations within post-sort fractions were shown. Purity of the sample after the sorting was checked if possible.
	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 strategy was shown in main figures (and supplementary figures) to identify different populations.
	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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