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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.
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 
Human research participants
Policy information about studies involving human research participants 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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For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf
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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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.
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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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Salah Elias
	YYYY-MM-DD: Dec 20, 2022
	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.: Fusion Tribrid Orbitrap mass spectrometer (Thermo Scientific)Inverted Leica TCS SP8 inverted laser scanning microscope (Leica Microsystems) DeltaVision Elite microscope (GE Healthcare)FACSAria™ III Cell Sorter (BD Biosciences)Human Uniprot KB database protein database (42,186 entries, 2018-05-18)
	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.: GraphPad Prism software (GraphPad, version 9)Fiji (version 2.0.0)R (version 3.6.3)IMARIS (Bitplane, version 9.0)MATLAB (R2021a)RStudio (version 1.2.1335)ClueGO App (version 2.5.7)Cytoscape software (version 3.8.2)Leica Application Suite X software (LAS X), 3D visualization moduleBD FACSDiva software (Becton Dickinson) ND-Safir software (version 3.0)Cell-o-tape (version 0.7.6)
	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 mass spectrometry proteomic data generated in this study have been deposited in the ProteomeXchange Consortium via the PRIDE partner repository 29 under accession code PXD027452 [https://www.ebi.ac.uk/pride/archive/projects/PXD027452]. The processed proteomic datasets are available in Supplementary Dataset 1 and Supplementary Dataset 2 files within the paper. Swiss-Prot human protein database used in this study is available at UniProt (https://www.uniprot.org/proteomes/UP000005640). CRAPome database (version 2.0) used in this study is available at (https://reprint-apms.org/?q=wk_1_1_search). STRING protein-protein interaction (PPI) database (version 11) used in this study is available at (https://string-db.org/cgi/input?sessionId=bCCp1b58NbtT&input_page_active_form=multiple_identifiers). All other relevant data supporting the key findings of this study are available within the article and its Supplementary Information files or from the corresponding author upon reasonable request. Details on the human breast samples used in this study are included in Supplementary Dataset 3. The source data that support the findings in all Figures and Supplementary Figures are provided as a Source Data file within the paper. All reagents generated in this study are available from the corresponding author upon reasonable request.
	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 method was used to define sample size. At least n = 2 independent experiments were performed, with multiple technical replicates per experiment. Sample size was determined on the basis of previous studies with similar experiments (Elias et al., 2014 Stem Cell reports; Elias et al., 2015 PLOS Biology).
	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.": In this study we characterised expression of ANXA1 in human breast tissues collected from healthy women donors. The breast epithelium is unique to female mammals. Hence, we only collected tissues from women donors. All donors provided written informed consent for the use of the resection material and publication of the experimental results. Tissue donors were adequately informed by third party clinicians about the use of the tissue. Limited and fully anonymous donor information (age, parity status, familial cancer risk) was obtained without any link to the donor’s medical record (see below).
	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.": Sample ID numbers and anonymised information of the 2 donors of the samples used in this study are reported below and in Supplementary Dataset 3:Donor #001_Information: Age: 48 years oldContraception: NoParity: YesFamilial cancer-related risk: NoDonor #002_Information: Age: 21 years oldContraception: Pill as contraceptiveParity: NoFamilial cancer-related risk: No
	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.: Human breast tissues were anonymously retrieved from healthy women donors who underwent voluntary cosmetic reduction surgery at Mediclinic (Oud-Heverlee, Belgium) in the absence of any medical indication.
	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.: Ethical approval was not required as these samples were obtained upon informed voluntary donor consent followed by complete anonymisation.
	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.: Breast epithelium is unique to female mammals. Hence, all experiments were carried out with female mice/tissue.
	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 experiments were performed in accordance with Home Office (UK) and to the principles of the 3Rs (Replacement, Refinement and Reduction) and ARRIVE (Animal Research: Reporting of In Vivo Experiments) guidelines. The experiments and protocols are approved by the University of Southampton Local Ethics Committee and registered in the Ethics and Research Governance Online II (ERGO II; ID: 65385). 
	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 from the study.
	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 were performed using at least three biological replicates, except the proteomic experiments, which were performed in biological duplicates. All attempts of replication were successful. Several steps were taken to ensure experimental reproducibility, and key findings were confirmed using complementary experimental approaches.
	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.: MCF-10A cells grown in 2D and primary mouse mammary epithelial cells grown in 3D were randomly allocated to different treatment groups. Human 3D cultures were not randomised given that only wild-type cells were used, without any treatment. Similarly, age-matched wild-type mice and healthy human breast tissues were used for immunofluorescence characterisation of ANXA1 expression in situ. Hence, these experiments were not randomised.
	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.: Researchers were not blinded to group allocation during experiments and outcome assessment. Blinding was not possible as for each experiment the same researcher both generated and analysed the data.
	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.: For immunofluorescence:
The following primary antibodies were used: anti-LGN (1:200, Sigma #ABT174), anti-NuMA (1:100, Novus Biologicals #NB500-174), anti-p150Glued (2.5 ug/ml, BD Biosciences #610473), anti-γ-tubulin AK-15 (1:300, Sigma #T3320), anti-Gαi1 (10 ug/ml, Santa Cruz #sc-56536), anti-ANXA1 (10 ug/ml, Proteintech #66344-1-Ig; 3 ug/ml, Proteintech #21990-1-AP), anti-S100A11 (10 ug/ml, Proteintech #60024-1-Ig), anti-α-tubulin DM1A (1 ug/ml, Sigma #T6199), anti-E-cadherin (20 ug/ml, Invitrogen #13-1900), anti-Par6 (1 ug/ml, Santa-Cruz #sc-166405), anti-α-Smooth muscle actin (α-SMA) (10 ug/ml, Sigma #A5528), anti-keratin 8 (K8) (5 ug/ml, Sigma #MABT329), anti-K14 (1:300, Origene #BP5009) and anti-GFP (6 ug/ml, Sigma #11814460001). AlexaFluor555 phalloidin (1:100, Life Technologies #A34055) was used to label F-actin. Secondary antibodies (Life Technologies) used were goat anti-mouse (#A-32723), anti-rabbit (#A-11037 and #A-11008), anti-rat (#A-11007) and anti-guineapig (#A-21450) conjugated to AlexaFluor488, AlexaFluor594 or AlexaFluor647, at 5 ug/ml. 

For western blotting:
The following primary antibodies were used: anti-α-tubulin DM1A (0.2 ug / ml, Sigma #T6199), anti-LGN (1:500, Sigma #ABT174), anti-GFP (2 ug / ml, Invitrogen #A-11122), anti-phospho-Histone3 (0.2 ug / ml, Sigma #06-570), anti-ANXA1 (0.6 ug / ml, Proteintech, #55018-1-AP), anti-mCherry (1:1000, Abcam #ab167453). Secondary antibodies conjugated to horseradish peroxidase (Invitrogen, #32430, #32460) were used at 1:10,000.

	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.: Primary antibodies used in this study have been validated using western blotting and immunofluorescence and tested for specificity by their respective suppliers and by previous peer-reviewed publications. In our experiments, we further validated the antibodies (in terms of molecular weight, cellular localisation, tissue/lineage specificity) by western blotting and immunofluorescence. We used anti-LGN and anti-ANXA1 to validate our knockdown strategies using siRNAs and sh-RNAs. As detailed below, this validation information is provided on the suppliers’ webpages for each antibody:anti-LGN (Sigma #ABT174): https://www.sigmaaldrich.com/GB/en/product/mm/abt174 anti-ANXA1 (Proteintech #66344-1-Ig; Proteintech #21990-1-AP): https://www.ptglab.com/products/ANXA1-Antibody-66344-1-Ig.htm ; https://www.ptglab.com/products/ANXA1-Antibody-21990-1-AP.htm anti-NuMA (Novus Biologicals #NB500-174): https://www.novusbio.com/products/numa-antibody_nb500-174#datasheet anti-p150Glued (BD Biosciences #610473): https://www.bdbiosciences.com/en-gb/search-results?searchKey=610473 anti-γ-tubulin AK-15 (Sigma #T3320): https://www.sigmaaldrich.com/GB/en/product/sigma/t3320 anti-Gαi1 (Santa Cruz #sc-56536): https://www.scbt.com/p/galpha-i-1-antibody-spm397 anti-S100A11 (Proteintech #60024-1-Ig): https://www.ptglab.com/products/S100A11-Antibody-60024-1-Ig.htm anti-α-tubulin DM1A (Sigma #T6199): https://www.sigmaaldrich.com/GB/en/product/sigma/t9026?gclid=CjwKCAiA-dCcBhBQEiwAeWidtfJG2q_dnsAhLDS2B1EIKN7nTyMFSTjhYA9kYn322C8FQOYk0dRTChoCIX4QAvD_BwE&gclsrc=aw.ds anti-E-cadherin (Invitrogen #13-1900): https://www.thermofisher.com/antibody/product/E-cadherin-Antibody-clone-ECCD-2-Monoclonal/13-1900 anti-Par6 (Santa-Cruz #sc-166405): https://www.scbt.com/p/pard6b-antibody-b-10 anti-α-Smooth muscle actin (α-SMA) (Sigma #A5528): https://www.sigmaaldrich.com/GB/en/product/sigma/a5228 anti-keratin 8 (K8) (Sigma #MABT329): https://www.merckmillipore.com/GB/en/product/Anti-Cytokeratin-8-Antibody-clone-TROMA-1,MM_NF-MABT329 anti-K14 (Origene #BP5009): https://www.origene.com/catalog/antibodies/primary-antibodies/bp5009/cytokeratin-14-krt14-guinea-pig-polyclonal-antibody anti-GFP (Sigma #11814460001): https://www.sigmaaldrich.com/GB/en/product/roche/11814460001 anti-GFP (Invitrogen #A-11122): https://www.thermofisher.com/antibody/product/GFP-Antibody-Polyclonal/A-11122 anti-phospho-Histone3 (Sigma #06-570): https://www.sigmaaldrich.com/GB/en/product/mm/06570?gclid=CjwKCAiA-dCcBhBQEiwAeWidtQswOpzGLotMHi5M5w9i6Xa0Kt0jYK-YqBzcVwCM7he8eEU3x2fajRoCBvoQAvD_BwE&gclsrc=aw.ds anti-mCherry (Abcam #ab167453): https://www.abcam.com/mcherry-antibody-ab167453.html 
	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.: MCF-10A cells purchased from (ATCC® #CRL-10317).HEK293 cells provided by Dr. Melissa Andrews (University of Southampton), originally purchased from (ATCC® #CRL-3216).Primary mouse mammary epithelial cells were isolated as described in the Methods.Primary human breast cells were isolated as described in the Methods. 
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: Primary mouse mammary epithelial cells and MCF-10A cells were verified by checking their morphology and the expression of epithelial markers such as E-cadherin, keratin 8 and keratin 14. HEK293 cells were verified by checking their morphological features, but have not been authenticated on a molecular level. Primary human breast cells were beforehand verified by their morphology in 3D cultures and expression of specific breast tissue markers, including E-cadherin and Keratin 8 (luminal epithelial markers) and Smooth Muscle Actin (myoepithelial marker).  
	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.: All cell lines were tested negative for mycoplasma contamination.
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: No commonly misidentified cell lines were used in this study.
	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.: For experiments with 3D cultures, primary mammary epithelial cells were collected from wild-type C57Bl/6 15.5- and 16.5-day pregnant mice. Two mice were used per experiment (3 independent experiments). Mice were housed in a specific pathogen-free facility in individually ventilated cages in an ambient temperature- and humidity-controlled room with a 12h light/12h dark cycle under standard housing conditions with continuous 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 this 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 this study.
	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: 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.: 
	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.: BD FACSDiva software (Becton Dickinson) was used for data acquisition and 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.: Flow cytometry was used to enrich for positive MCF-10A cells stably expressing pTK14-GFP-LGN, pTK14-EB3-GFP, or pTK93-ANXA1-mCherry, which were generated in this study. Cells were dissociated with trypsin 0.25% (10 min, 37C, 5% CO2) and washed with PBS, then resuspended as single-cells in MCF-10A culture medium, before being sorted based on expression of GFP (GFP-LGN, EB3-GFP) or mCherry (ANXA1-mCherry).
	Identify the instrument used for data collection, specifying make and model number.: BD FACSAria™ III Cell Sorter (SORP) (Becton Dickinson) was used.
	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.: Gates were conservative and consistent across samples to ensure collection of pure MCF-10A cells expressing GFP-LGN, EB3-GFP or ANXA1-mCherry. Purity of these cells was confirmed by confocal fluorescence microscopy. We collected ~1.5-2 x10^5  cells per sample.
	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.: Samples were gated on forward and side scatter (FSC/SSC) to exclude debris, and single cells were isolated using time-of-flight analysis on both FSC and SSC. To purify GFP-LGN and EB3-GFP MCF-10A cells, the gating strategy was set up using wild-type cells as negative controls and cells expressing pTK14-GFP as positive controls. Similarly, to purify ANXA1-mCherry expressing MCF-10A cells, the gating strategy was set up using wild-type cells as negative controls and mCherry expressing cells as positive controls.
	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.: 
	NarrowField: 
	MedField: 
	WideField: 
	XWideField: 
	XXWideField: 
	BodyCheckbox: 



