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Statistics
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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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. 
Materials & experimental systems
n/a
Involved in the study
Methods
n/a
Involved in the study
Antibodies
Eukaryotic cell lines
Policy information about cell lines and Sex and Gender in Research
Commonly misidentified lines
(See ICLAC register)
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.
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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.
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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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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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	CurrentPageNumber: 
	Double-anonymous peer review submissions: write DAPR and your manuscript number here instead of author names.: Carlos P. Fitzsimons (c.p.fitzsimons@uva.nl)
	YYYY-MM-DD: 2024-3-22
	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.: The scRNA-seq datasets generated during the current study are available in the Gene Expression Omnibus repository, GEO accession GSE230942. Spatial transcriptomics datasets can be found at https://doi.org/10.5281/zenodo.10829090.
	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.: Codes are available at https://zenodo.org/doi/10.5281/zenodo.10777580 and https://doi.org/10.5281/zenodo.10829090.
	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 scRNA-seq datasets generated during the current study are available in the Gene Expression Omnibus repository, GEO accession GSE230942 at https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE230942Spatial transcriptomics datasets can be found at https://doi.org/10.5281/zenodo.10829090Source data are provided as separate files with this paper. Source data corresponding to figures 4c, 4d, 4f, 4g, 4e, 4h and 4i are available athttps://zenodo.org/records/10829090/files/AstrocyticAndNeuronalLineage_10x.RData?download=1
	Note the sampling procedure. Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: In general, our animal procedures are optimized to maximize sample output and minimize suffering to a minimum allowed by the experimental procedure. To reduce the total number of animals used in our experiments we estimate animal numbers by considering the effect size, as follows:if known, e.g. either data from our own previous experimental work or existing literature.if unknown: appropriate pilots on n=6 animals for one experimental condition to get a confirmation that the n=6 we use for the whole experiment as average group size will suffice to achieve the desired statistical power (~0.8) to acquire data that are statistically sound and biologically relevant. The algorithm used is available at: stat.ubc.ca/~rollin/stats/ssize (UCSF Biostatistics: Power and Sample Size Programs).The number of animals (group size) is based on literature and/or our experience with these techniques in experimental procedures approved by our local ethical committee. N=6 is based on our previous expertise with similar techniques. Possible technical issues related to surgical procedures may result in failed experiments and inconclusive data and hence we take into account a 5-10% failure rate.In this work, all mice were randomly assigned to experimental groups and sample size was based on previous work (doi 10.1038/s41590-022-01208-z; doi 10.3389/fnins.2023.1186256)
	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.": not applicable to our work
	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.": not applicable to our work
	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.": not applicable to our work
	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.: not applicable to our work
	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.: not applicable to our work
	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 included in our experiments. 
	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.: All animal procedures were approved by the commission for Animal Welfare at the University of Amsterdam (CCD 4925) and/or VIB-KU Leuven (082/2018) and were performed according to the guidelines and regulations of the European Union for the use of animals for scientific purposes and the ARRIVE guidelines for reporting animal research 
	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 has been excluded from the analyses as described in the manuscript
	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.: At least 3 biological replicates to account for possible biological variations were included in all experiments. The precise the n number (i.e. the sample size used to derive statistics) is indicated in the figure legends. 
	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 animals were randomly assigned to experimental 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.: Investigators were blinded to group allocation during data analysis. In some cases, for example during surgeries, it was unavoidable that the operator was aware about group allocation during the initial steps of data acquisition.
	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 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.: The following antibodies were used: chicken anti-GFP (Aves Laboratories,GFP-1020, 1:1000 dilution); goat anti-GFAP (Abcam Ab53554, 1:1,000 dilution); rabbit anti-S100β (Dako GA50461-2, 1:750 dilution); rat anti-BrdU (Abcam Ab6326 [BU1/75 (ICR1)],  1:1000 dilution), goat anti-DCX (Santa Cruz sc-ab53554, 1:500 dilution); rabbit anti-Ki67 (Abcam Ab16667, 1:1000 dilution); rabbit anti-GFAP (Dako, cat# Z0334, 1:10,000 dilution); AlexaFluor 488 donkey anti-chicken (Molecular Probes,Thermo Fisher Scientific/Invitrogen, cat # A78948, 1:500 dilution); AlexaFluor 568 donkey anti-rat (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A78946, 1:500 dilution); AlexaFluor 647 donkey anti-rabbit (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A-31573, 1:500 dilution); AlexaFluor 647 donkey anti-goat (Molecular Probes, Thermo Fisher Scientific/Invitrogen 1:500 dilution, cat # A-21447, 1:500 dilution); goat anti-rabbit Alexa 568 (Thermo Fisher Scientific/Invitrogen, cat # A-1101, 1:500 dilution), donkey anti-goat Alexa 488 (Thermo Fisher/Invitrogen, cat # A-11055, 1:500 dilution);  donkey anti-goat-biotin (Jackson Immuno Research, cat# 705-065-147, 1:500 dilution).
	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.: not applicable to our work
	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.: All antibodies used in this manuscript are commercially available and validated by their manufacturers as follows:chicken anti-GFP (Aves Laboratories,GFP-1020),: https://www.aveslabs.com/products/anti-green-fluorescent-protein-antibody-gfpgoat anti-GFAP (Abcam Ab53554): https://www.abcam.com/en-nl/products/primary-antibodies/gfap-antibody-ab53554rabbit anti-S100β (Dako GA50461-2): https://www.agilent.com/en/product/immunohistochemistry/antibodies-controls/primary-antibodies/s100-%28dako-omnis%29-76198rat anti-BrdU (Abcam Ab6326 [BU1/75 (ICR1)]: https://www.abcam.com/en-nl/products/primary-antibodies/brdu-antibody-bu1-75-icr1-proliferation-marker-ab6326#goat anti-DCX (Santa Cruz, cat# sc-8066, discontinued): https://www.scbt.com/p/doublecortin-antibody-c-18rabbit anti-Ki67 (Abcam Ab16667): https://www.abcam.com/en-nl/products/primary-antibodies/ki67-antibody-sp6-ab16667rabbit anti-GFAP (Dako, cat# Z0334): https://www.agilent.com/en/product/immunohistochemistry/antibodies-controls/primary-antibodies/glial-fibrillary-acidic-protein-%28concentrate%29-76683AlexaFluor 488 donkey anti-chicken (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A78948): https://www.thermofisher.com/antibody/product/Donkey-anti-Chicken-IgY-H-L-Highly-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A78948?ef_id=Cj0KCQjw-_mvBhDwARIsAA-Q0Q6m4MXCxKarS8ujD_AtZRv_Nrx2X_pGxnv5nMRdsYD8lyQE3Uf0ANUaAgX2EALw_wcB:G:s&s_kwcid=AL!3652!3!609191596294!e!!g!!donkey%20anti%20chicken%20488!596889499!143843930372&cid=bid_pca_aus_r01_co_cp1359_pjt0000_bid00000_0se_gaw_nt_pur_con&gad_source=1&gclid=Cj0KCQjw-_mvBhDwARIsAA-Q0Q6m4MXCxKarS8ujD_AtZRv_Nrx2X_pGxnv5nMRdsYD8lyQE3Uf0ANUaAgX2EALw_wcBAlexaFluor 568 donkey anti-rat (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A78946): https://www.thermofisher.com/antibody/product/Donkey-anti-Rat-IgG-H-L-Highly-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A78946AlexaFluor 647 donkey anti-rabbit (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A-31573): https://www.thermofisher.com/antibody/product/Donkey-anti-Rabbit-IgG-H-L-Highly-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-31573AlexaFluor 647 donkey anti-goat (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A-21447 ): https://www.thermofisher.com/antibody/product/Donkey-anti-Goat-IgG-H-L-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-21447goat anti-rabbit Alexa 568 (Molecular Probes, Thermo Fisher Scientific/Invitrogen, cat # A-1101): https://www.thermofisher.com/antibody/product/Goat-anti-Rabbit-IgG-H-L-Cross-A, Thermo Fisher Scientific/Invitrogendsorbed-Secondary-Antibody-Polyclonal/A-11011donkey anti-goat Alexa 488 (Molecular Probes, Thermo Fisher/Invitrogen, cat # A-11055): https://www.thermofisher.com/antibody/product/Donkey-anti-Goat-IgG-H-L-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-11055donkey anti-goat-biotin (Jackson Immuno Research, cat# 705-065-147): https://www.jacksonimmuno.com/catalog/products/705-065-147
	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.: not applicable to our work
	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.: not applicable to our work
	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.: HEK293T cells cells used in this work were the CRL-3216 cell line obtained from the American Type Culture Collection)
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: The cells used here were not 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.: Mycoplasma negative using  MycoAlert® Mycoplasma Detection Kit 
	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.: not applicable to our work
	deposition: not applicable to our work
	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.: not applicable to our work
	datescheck: 0
	For laboratory animals, report species, strain and age OR state that the study did not involve laboratory animals.: Eight-week-old male Nestin-GFP+/- or C57/Bl6J (wild type) male mice were used in our experiments. All mice were bred in house and housed in groups of 3-4 animals per cage throughout the experiment under a 12-h light/dark cycle (lights on at 08.00AM) in a temperature and humidity-controlled room (21C, 50%) with ad libitum access to food and water
	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 in our studies
	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.
	Provide the trial registration number from ClinicalTrials.gov or an equivalent agency.: not applicable to our work
	Note where the full trial protocol can be accessed OR if not available, explain why.: not applicable to our work
	Describe the settings and locales of data collection, noting the time periods of recruitment and data collection.: not applicable to our work
	Describe how you pre-defined primary and secondary outcome measures and how you assessed these measures.: not applicable to our work
	Describe any other significant impacts.: 
	calculatehazards: 0.00000000
	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: 0.00000000
	calculatehazardsexperiments: 0.00000000
	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.: not applicable to our work
	Provide a list of all files available in the database submission.: not applicable to our work
	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.: not applicable to our work
	Describe the experimental replicates, specifying number, type and replicate agreement.: not applicable to our work
	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.: not applicable to our work
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: 2
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: not applicable to our work
	Specify the command line program and parameters used for read mapping and peak calling, including the ChIP, control and index files used.: not applicable to our work
	Describe the methods used to ensure data quality in full detail, including how many peaks are at FDR 5% and above 5-fold enrichment.: not applicable to our work
	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.: not applicable to our work
	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.: Flow cytometry data collection was performed using FACSDiva version 8.0.1 (BD). Flow sorting was performed using FACSDiva version 8.0.1 (BD). Flow cytometry analysis was performed using FlowJo™ v9 (BD)
	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.: Single cell suspensions were prepared from individual micro-dissected ipsilateral dentate gyri (7 per experimental condition), using a neural tissue dissociation kit (Miltenyi Biotech), according to the manufacturer’s protocol. Enzymatic digestion was followed by manual dissociation using first a P1000 pipet tip, followed by further dissociation using a P200 pipet tip. After the final round of mechanical dissociation, the suspensions were filtered using a 40 µm cell strainer and collected in HBSS containing RNase inhibitor. Individual cell preparations were pooled by condition, centrifuged at 300xgAv for 12 minutes, after which the cell pellet was resuspended in PBS containing 0.5% FBS. GFP positive cells were isolated using fluorescence activated cell sorting . Propidium iodide (PI) was added to the single cell suspension to discriminate between live and dead cells. In a first step, doublets and cell debris were removed based on forward and side scatter. Dead cells were then removed based on PI staining, after which the single cell suspension was sorted into GFP positive and negative populations based on the intrinsic GFP signal recorded in the FITC channel. GFP positive populations were sorted and collected in PBS containing FBS. Cell concentration was adjusted to 1000 cells/µL.
	Identify the instrument used for data collection, specifying make and model number.: BD FACSAria™ III 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.: The abundance of the many cell populations described in our manuscript is described in detail in the main text and in supplementary tables
	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.: Cells were initially selected using Forward and Side Scatter area plots (FSC-A and SSC-A). To minimize the amount of small debris collected, care was taken to adjust the lower limit on the forward scatter (measure of size) axis, although the gate was left wide enough that smaller cells were still captured. Cell doublets were excluded using forward/side scatter width vs height plots (FSC-W/FSC-H and SSC-W/SSC-H). Live-dead staining using Propidium Iodide was used to identify viable cells, which were subsequently separated into GFP+ and GFP- populations based on fluorescence. Nestin+ cells were retained for further use.
	gatingcheck: 1
	Indicate task or resting state; event-related or block design.: not applicable to our work
	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.: not applicable to our work
	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).: not applicable to our work
	Specify: functional, structural, diffusion, perfusion.: not applicable to our work
	Specify in Tesla: not applicable to our work
	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.: not applicable to our work
	State whether a whole brain scan was used OR define the area of acquisition, describing how the region was determined.: not applicable to our work
	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.).: not applicable to our work
	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.: not applicable to our work
	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.: not applicable to our work
	Describe your procedure(s) for artifact and structured noise removal, specifying motion parameters, tissue signals and physiological signals (heart rate, respiration).: not applicable to our work
	Define your software and/or method and criteria for volume censoring, and state the extent of such censoring.: not applicable to our work
	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).: not applicable to our work
	Define precise effect in terms of the task or stimulus conditions instead of psychological concepts and indicate whether ANOVA or factorial designs were used.: not applicable to our work
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