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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Gilad Bachrach
	YYYY-MM-DD: 2020-04-19
	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.: NIS-elements image acquisition (Nikon) was used for microscopy image acquisition. Fluorescence and  Immunohistochemistry intensity was evaluated using  Image-Pro Plus 7 (Media Cybernetics) . For lung area, and zymography analyses  ImageJ version 1.52a was used. Flow cytometry analysis was performed using FlowJo 10.0.8 software (Tree Star, Ashland, OR, USA).For 16S  data analysis The SMURF package was applied to combine read counts from the five regions into a coherent profiling results solving a maximum likelihood problem (Fuks G. Microbiome 2018). The Greengenes database (May 2013 version) was used as a reference.For RNA-seq FASTQ files were generated and quality filtered using the local run manager software from Illumina (v2.2.0) and FastQC (v.0.11.7; https://www.bioinformatics.babraham.ac.uk/projects/fastqc/). Mapping was performed using the READemption 47 tool (v0.4.3) using the Mus muculus reference sequence provided by ENSEMBL (GRCm38.p6). After mapping, strand-specific gene-wise quantification was performed using READemption based upon the annotation provided by ENSEMBL (GRCm38.p6). Only uniquely mapped reads were used as input for differential expression analysis via the edgeR package (v3.24.3). In order to assess enrichment of genes involved in different processes a gene set enrichment analysis (GSEA v4.0.3) was performed using the curated Molecular Signatures Database (MSigDB 7.0)  for GO terms (biological processes) available via GSEA.Prism6 - GraphPad was used for graphs presentation.
	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.: Null Hypothesis Testing: Exact Module, Nonparametric Tests, IBM SPSS Statistics, Version 25, 2017
	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 generated or analyzed during this study are included in this published article. RNA-seq data can be found in GEO DataSet GSE144143
	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.: Sample size for each experiment is indicated in the legend. No statistical tests were used to pre-determine sample size, but sample size was chosen based on previous experiments we (Abed J et al, abed J et al 2017) and others (Hieken TJ 2016) conducted in comparable studies. For adequate power, we generally chose a sample size of at least n=6–8 for physiological experiments and at least n=4 for biochemical experiments. Sizes were sufficient in principle to detect significant effects using the appropriate nonparametric tests adjusted for multiple comparisons.
	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.: The experiments were repeated technically and at least twice independently (as described in the figure legends). All attempts  at replication were successful.
	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 with tumors were divided into treatment cohorts randomly in a blind manner.
	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.: Data analysis was performed by a blinded investigator. 
	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.: 1. Mouse monoclonal anti-Cytokeratin 7 antibody, Abcam, ab9021, [RCK105] 
2. Rabbit polyclonal anti-Von Willebrand Factor, Dako (A0082)
3. Cy™5 AffiniPure Donkey Anti-Mouse IgG (H+L), Jackson, 715-175-150
4. Cy™3 AffiniPure Donkey Anti-Rabbit IgG (H+L), Jackson, 711-165-152
5. Anti ki67 monoclonal - ThermoScientific  (SP6) RM- 9106-SO
6. Anti CC3 polyclonal  – Cell signaling – 9661S
7. Anti mouse NKp46 (CD335) APC, monoclonal, clone 29A1.4, 137608. 
8. Anti mouse CD3e APC  (clone 145-2C11), 100312.
9. Anti mouse CD4 PE clone GK1.5 100408
10. Anti mouse CD8 PE, monoclonal, clone 53-6.7, 100708.
	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.: 1. Validated by Abcam, Cited 41 times. https://www.abcam.com/cytokeratin-7-antibody-rck105-ab9021.html 
2. Validated by Dako, Cited 471 times. https://www.citeab.com/antibodies/3382936-a0082-von-willebrand-factor 
5. https://www.thermofisher.com/order/catalog/product/RM-9106-R7#/RM-9106-R7.
6. Validated by Cell Signaling, cited 4,171 times. https://www.cellsignal.com/products/primary-antibodies/cleaved-caspase-3-asp175-antibody/9661.
7. Validated by BioLegend, cited 9 times. https://www.biolegend.com/it-it/products/apc-anti-mouse-cd335-nkp46-antibody-6676.
8. Validated by BioLegend, cited 43 times. https://www.biolegend.com/en-us/products/apc-anti-mouse-cd3epsilon-antibody-21.
9. Validated by BioLegend, cited 38 times. https://www.biolegend.com/en-us/products/pe-anti-mouse-cd4-antibody-250.
10. Validated by BioLegend, cited 62 times. https://www.biolegend.com/en-us/products/pe-anti-mouse-cd8a-antibody-155.
	State the source of each cell line used.: Human breast cancer cell line MDA-MB-231 was provided by Prof. Rami Aqeilan. Human tumor cell line MCF-7 and mouse mammary tumor cell line 4T1 were obtained from the American Type Culture Collection. Mouse mammary tumor cell line AT3 is a kind gift from Prof. Scott Abrams and  mouse melanoma B16 cell line is a kind gift from Prof. Lea Eisenbach.
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: The cell lines used 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.: The cell lines used were not tested 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.
	Provide provenance information for specimens and describe permits that were obtained for the work (including the name of the issuing authority, the date of issue, and any identifying information).: 
	deposition: 0
	If new dates are provided, describe how they were obtained (e.g. collection, storage, sample pretreatment and measurement), where they were obtained (i.e. lab name), the calibration program and the protocol for quality assurance OR state that no new dates are provided.: 
	datescheck: 0
	For laboratory animals, report species, strain, sex and age OR state that the study did not involve laboratory animals.: Female 6-7 week old C57BL/6, Balb/c wild-type and SCID-beige mice were used.
	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.: The study did not involve wild animals 
	For laboratory work with field-collected samples, describe all relevant parameters such as housing, maintenance, temperature, photoperiod and end-of-experiment protocol OR state that the study did not involve samples collected from the field.: The study did not involve field-collected samples
	Identify the organization(s) that approved the study protocol.: All mouse experiments were carried out under protocol MD- 17- 15239-5 approved by the Hebrew University of Jerusalem Ethics Committee  and signed by the chairman Prof. Sara Eyal
	Identify the organization(s) that approved the study protocol.: Tumor samples were collected and analyzed according to IRB-approved protocols by the Sheba Medical Center and the Maccabi HealthCare Services. 
	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.": Breast cancer tissue arrays BR1006, BR1003a and HBre-Duc060CS-01 (US Biomax) were used in Figures 1 and 3. Details about the cases for each core on the array are available on the US Biomax Web site https://www.biomax.us/.Relevant clinical characteristics of patient samples used in Figures 2a,2c can be found in the Source data file.
	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.: 50 randomly selected archived breast cancer samples coming from a specific center were used. 21 archived colon tumor samples  collected in the the Sheba Medical Center were selected. We do not know of any specific self-selection bias.
	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.: 
	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 10.0.8 software (Tree Star, Ashland, OR, USA)
FCS express 6
	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.: Cell lines were incubated with fluorescent lectin/bacteria, fixed and analyzed by flow cytometry
	Identify the instrument used for data collection, specifying make and model number.: LSRFortessa Analyzer, BD, USA
CytoFlex LX, Beckman Coulter
	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.: Populations analyzed in vitro by the flow cytometer are highly abundant pure populations of cultured cell lines. Lymphocytes analyzed ex-vivo were purified by Lymphoprep (STEMCELL Technologies, Cat number 07851) from homogenized tumors, as described in the methods. For Gal-GalNAc detection we used  2.5 × 10^5 cells. For lymphocytes detection we used  2 × 10^5 cells. No sorting was performed. 
	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.: PNA and bacterial attachment to cells were analyzed according to FITC positive  singlets.Singlets were identified and further gated as lymphocytes based on SSC-H/FSC-H distribution. Live cells were then gated; NK cells were gated according to NCR1+, T cells were gated according to either CD3+/CD4+ or CD3+/CD8+. 
	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.: 



