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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Zhihai Qin
	YYYY-MM-DD: 2022-09-16
	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.: No special or proprietary software was used.
	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.: The following software was used in this study:Vectra 3.0 (Perkin Elmer), Inform 2.1.1 (Perkin Elmer), FlowJo v10 (Tree Star), BD FACSDiva software v8.0.1 (BD), Cell Ranger v2.1.0 (10x Genomics), STAR v.2.5.1b (Alexander Dobin), GraphPad Prism software v8 (GraphPad), SPSS Statistics 21 (IBM), Velocyto v0.17.17 (Gioele La Manno),scVelo v0.2.4(Volker Bergen), cNMF v1.4(Dylan Kotliar). R version 3.6.0 (The R project) with following packages: Seurat_2.1.0, Msigdbr _7.4.1, GSVA_1.40.1, velocyto.R_0.6, progeny_1.14.0, ggplot2_2.2.1 and limma_3.36.2. Code used for data processing, analysis, and figure generation in this study is available at: https://github.com/dekanglv/Zip1-Fibroblasts-Single-Cell-2022.
	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 sequence data reported in this paper have been deposited in the Genome Sequence Archive at the National Genomics Data Center, China National Center for Bioinformation/Beijing Institute of Genomics, Chinese Academy of Sciences, under accession number CRA004556[https://ngdc.cncb.ac.cn/gsa/browse/CRA004556]. Single-cell sequencing datasets of human lung adenocarcinoma were downloaded from NCBI’s Gene Expression Omnibus (GSE123904[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE123904]), which has been previously published38. The data of supplementary Fig. 8g were derived from Kaplan-Meier plotter (kmplot.com/analysis) using publicly available datasets GSE14814[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE14814], GSE29013[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE29013] and datasets stored in caARRAY[https://wiki.nci.nih.gov/display/caArray2/caArray+Directory] for lung cancer, GSE62254[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE62254] for gastric cancer, datasets stored in TCGA[https://gdc.cancer.gov] for ovarian cancer, and GSE1456[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE1456], GSE16446[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16446], GSE16716[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16716], GSE20271[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20271], GSE22093[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE22093], GSE3494[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE3494], GSE37946[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE37946], GSE45255[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE45255], GSE69031[https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE69031] for breast cancer. Source data are provided with this paper. The remaining data are available within the Article, Supplementary Information or 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.: No statistical analysis was computed to determine sample size for all experiments. Sample size was determined based on our experiences and previous published works (Qin, Z., G. Richter, T. Schüler, S. Ibe, X. Cao and T. Blankenstein (1998). "B cells inhibit induction of T cell-dependent tumor immunity." Nat Med 4(5): 627-630.Cao, H., C. Ni, L. Han, R. Wang, R. Blasig, R. Haseloff, Y. Qin, J. Lan, X. Lou, P. Ma, X. Yao, L. Wang, F. Wang, L. Zhu, N. Lei, I. E. Blasig and Z. Qin (2022). "Claudin-12 Deficiency Inhibits Tumor Growth by Impairing Transendothelial Migration of Myeloid-Derived Suppressor Cells." Cancer Res 82(13): 2472-2484.). Sample sizes are described in greater detail in the Figures or Figure Legends.
	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.: For continuously monitoring of intracellular zinc ion levels by SpectraMAX i3X, occasional outliers were removed.
	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 repeated independently at least three times with similar results.
	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 samples were randomly allocated.
	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.: Image analysis in Figure 5b, and Figure 8a, c, k, was carried out by "blinded" experimenter. The investigators were not blinded during the animal experiments. Blinding was not performed because the genotype and gender of mice required identification for housing purpose. Daily monitoring of mice reduced the ability for blinding.  For downstream experimentation on samples derived from in vivo experiments (FACS) the investigator organizing the experimental groups and involved in sample collection was not blinded; colleagues aiding in data collection were blinded. For in vitro experiments, the investigators were not blinded for group allocation as the same investigator both planned and performed the experiment. For the rest of the experiments, blinding was not necessary because the readout was automated i.e. qPCR, or run through R i.e. scRNAseq, velocity analysis and the experimenter needs to know the corresponding genotypes/conditions. 
	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.: Rabbit anti-ZIP1 (extracellular), 1:1000 for WB, 1:100 for IHC/IF, Alomone Labs, Cat#AZT-001, RRID: AB_2756808.Rabbit anti-Akt (pan) (clone 40D4) mouse mAb antibody, 1:1000, Cell Signaling Technology, Cat#2920, RRID: AB_1147620.Rabbit mAb anti-pAKT (clone D25E6), 1:1000, Cell Signaling Technology, Cat#13038, RRID: AB_2629447.Rabbit mAb anti-PTEN (clone D4.3), 1:1000, Cell Signaling Technology, Cat#9188, RRID: AB_2253290.Rabbit mAb anti-phospho-p38 MAPK (Thr180/Tyr182) (clone D3F9), 1:1000, Cell Signaling Technology, Cat#4511, RRID:AB_2139682Rabbit mAb anti-p38 MAPK (clone D13E1), 1:1000, Cell Signaling Technology, Cat#8690, RRID:AB_10999090Rabbit mAb anti-phospho-NF-κB p65 (Ser536) (clone 93H1), 1:1000, Cell Signaling Technology, Cat#3033, RRID:AB_331284Rabbit mAb anti-NF-κB p65 (clone D14E12), 1:1000, Cell Signaling Technology, Cat#8242, RRID:AB_10859369Rabbit mAb anti-phospho-p44/42 MAPK (Erk1/2) (Thr202/Tyr204) (clone D13.14.4E), 1:1000, Cell Signaling Technology, Cat#4370, RRID:AB_2315112Rabbit anti-ABCB1, 1:100, Proteintech, Cat#22336-1-AP, RRID: AB_2833023.Rabbit anti-CX43, 1:1000 for WB, 1:100 for FACS, Proteintech, Cat#26980-1-AP, RRID: AB_2880711.Mouse mAb anti-beta-actin (clone 2D4H5), 1:6000, Proteintech, Cat# 66009-1-Ig, RRID: AB_2687938.Mouse mAb anti-GFP (clone B-2), 1:100, Beyotime, Cat#AG281.Rabbit mAb anti-gamma-H2AX (20E3), 1:200, Cell Signaling Technology, Cat#9718, RRID: AB_2118009.Alexa Fluor 647 donkey anti-rabbit IgG (H+L), 1:200, Thermo Fisher Scientific, Cat#A-31573, RRID: AB_2536183.Rat mAb anti-ER-TR7 (clone ER-TR7), 1:100, Abcam, Cat#ab51824, RRID: AB_881651.Goat anti-alpha-SMA, 1:100, Abcam, Cat#ab21027, RRID: AB_1951138.AP-conjugated anti-rabbit antibody, 1:200, ZSGB-Bio, Cat#ZB-2308.HRP-conjugated anti-goat antibody, 1:200, ZSGB-Bio, Cat#PV-9003, RRID: AB_2814979.Rabbit anti-vimentin, 1:100, GeneTex, Cat#GTX100619, RRID: AB_1952557.Alexa Fluor 700 anti-mouse CD45 antibody, 1:100, BioLegend, Cat#147716, RRID: AB_2750449.HRP-goat anti-rabbit IgG (H+L) secondary antibody, 1:200, Thermo Fisher Scientific, Cat#31460, RRID: AB_228341.HRP-goat anti-mouse IgG (H+L) secondary antibody, 1:200, Thermo Fisher Scientific, Cat#31430, RRID: AB_228307.Alexa Fluor 488-donkey anti-mouse IgG (H+L) secondary antibody, 1:200, Thermo Fisher Scientific, Cat#A-21202, RRID: AB_141607.Alexa Fluor 647-donkey anti-rabbit IgG (H+L) secondary antibody, 1:200, Thermo Fisher Scientific, Cat# A-31573, RRID: AB_2536183.PE/Cy7-anti-mouse CD31, 1:100, BioLegend, Cat# 102418, RRID: AB_830757Mouse anti-ABCB1 (clone C219), 1:1000, Invitrogen, Cat#MA1-26528, RRID: AB_795165.Mouse anti-GFP (clone GF28R), 1:1000, Invitrogen, Cat#MA5-15256, RRID: AB_10979281.Mouse anti-RFP (clone RF5R), 1:1000, Invitrogen (clone RF5R), Cat#MA5-15257, RRID: AB_10999796Mouse anti-S100A4 (clone 3B11), 1:1000, kept in our Lab
	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.: Each primary antibody was validated for the specific applications by the manufacturers as follows:Rabbit anti-ZIP1 (extracellular); Alomone Labs, validated by the manufacturer for application of western blot and immunohistochemistry. Species reactivity: mouse, rat and human.https://www.alomone.com/p/anti-zinc-transporter-zip1-extracellular/AZT-001Rabbit anti-Akt (pan) (40D4), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation and immunohistochemistry. Species reactivity: mouse, rat, human and monkey.https://www.cellsignal.cn/products/primary-antibodies/akt-pan-40d4-mouse-mab/2920Rabbit mAb anti-pAKT (D25E6), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation, immunofluorescence and flow cytometry. Species reactivity: human, mouse, rat and monkey.https://www.cellsignal.com/products/primary-antibodies/phospho-akt-thr308-d25e6-xp-rabbit-mab/13038Rabbit mAb anti-PTEN (D4.3), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation and immunohistochemistry. Species reactivity: mouse, rat, human, dog and monkey.https://www.cellsignal.cn/products/primary-antibodies/pten-d4-3-xp-rabbit-mab/9188Rabbit mAb anti-phospho-p38 MAPK (Thr180/Tyr182) (clone D3F9), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation, immunofluorescence, flow cytometry and immunohistochemistry. Species reactivity: mouse, rat, human, dog, mink, monkey, pig and S.cerevisiae. https://www.cellsignal.com/products/primary-antibodies/phospho-p38-mapk-thr180-tyr182-d3f9-xp-rabbit-mab/4511?site-search-type=Products&N=4294956287&Ntt=pp38&fromPage=plpRabbit mAb anti-p38 MAPK (clone D13E1), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation, immunofluorescence, flow cytometry and immunohistochemistry. Species reactivity: human, mouse, rat, hamster, monkey, bovine and pig.https://www.cellsignal.com/products/primary-antibodies/p38-mapk-d13e1-xp-rabbit-mab/8690?site-search-type=Products&N=4294956287&Ntt=p38&fromPage=plpRabbit mAb anti-phospho-NF-κB p65 (Ser536) (clone 93H1), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation, immunofluorescence, flow Cytometry. Species reactivity: human, mouse, rat, hamster, monkey and pig.https://www.cellsignal.com/products/primary-antibodies/phospho-nf-kb-p65-ser536-93h1-rabbit-mab/3033?site-search-type=Products&N=4294956287&Ntt=pp65&fromPage=plpRabbit mAb anti-NF-κB p65 (clone D14E12), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation, immunohistochemistry, immunofluorescence, flow Cytometry. Species reactivity: human, mouse, rat, hamster, monkey, bovine and pig.https://www.cellsignal.com/products/primary-antibodies/nf-kb-p65-d14e12-xp-rabbit-mab/8242?site-search-type=Products&N=4294956287&Ntt=p65&fromPage=plpRabbit mAb anti-phospho-p44/42 MAPK (Erk1/2) (Thr202/Tyr204) (clone D13.14.4E), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunoprecipitation, immunohistochemistry, immunofluorescence, flow Cytometry. Species reactivity: human, mouse, rat, hamster, monkey and pig.https://www.cellsignal.com/products/primary-antibodies/phospho-p44-42-mapk-erk1-2-thr202-tyr204-d13-14-4e-xp-rabbit-mab/4370?site-search-type=Products&N=4294956287&Ntt=perk&fromPage=plpRabbit anti-ABCB1, Proteintech, validated by the manufacturer for application of western blot, immunoprecipitation, immunohistochemistry, immunofluorescence, flow cytometry and ELISA. Species reactivity: mouse and human.https://www.ptglab.com/products/ABCB1-Antibody-22336-1-AP.htmRabbit anti-CX43, Proteintech, validated by the manufacturer for application of western blot, immunoprecipitation, immunohistochemistry and immunofluorescence. Species reactivity: mouse and human.https://www.ptglab.com/Products/Connexin-43-Antibody-26980-1-AP.htmMouse mAb anti-beta-actin, Proteintech, validated by the manufacturer for application of western blot, immunoprecipitation, immunohistochemistry, immunofluorescence, flow cytometry and CoIP. Species reactivity: Human, Mouse, Rat, Pig, Plant, Zebrafish.https://www.ptglab.com/products/ACTB-Antibody-60008-1-Ig.htmMouse mAb anti-GFP, Beyotime, validated by the manufacturer for application of western blot,  immunoprecipitation, and immunofluorescence. Species reactivity: not applicable.https://www.beyotime.com/product/AG281.htmRabbit mAb anti-gamma-H2AX (20E3), Cell Signaling Technology, validated by the manufacturer for application of western blot, immunohistochemistry, immunofluorescence and flow cytometry. Species reactivity: human, mouse, rat and monkey.https://www.cellsignal.com/products/primary-antibodies/phospho-histone-h2a-x-ser139-20e3-rabbit-mab/9718Alexa Fluor 647 donkey anti-rabbit IgG (H+L), Thermo Fisher Scientific, validated by the manufacturer for application of western blot, immunofluorescence, immunohistochemistry and flow cytometry. Species reactivity: rabbit.https://www.thermofisher.cn/cn/zh/antibody/product/Donkey-anti-Rabbit-IgG-H-L-Highly-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-31573Rat mAb anti-ER-TR7, Abcam, validated by the manufacturer for application of flow cytometry, immunohistochemistry-frozen. Species reactivity: mouse, human, pig.Goat anti-alpha-SMA, Abcam, validated by the manufacturer for application of western blot. Species reactivity: mouse, human.https://www.abcam.com/alpha-smooth-muscle-actin-antibody-ab21027.htmlAP-conjugated anti-rabbit antibody, ZSGB-Bio, validated by the manufacturer for application of immunohistochemistry. Species reactivity: rabbit.HRP-conjugated anti-goat antibody, ZSGB-Bio, validated by the manufacturer for application of immunohistochemistry. Species reactivity: goat.Rabbit anti-vimentin, GeneTex, validated by the manufacturer for application of western blot, Immunocytochemistry, immunohistochemistry-parrafin, immunohistochemistry-frozen, immunofluorescence, and ELISA. Species reactivity: human, mouse, rat.https://www.genetex.cn/Product/Detail/Vimentin-antibody/GTX100619Alexa Fluor 700 anti-mouse CD45 antibody, BioLegend, validated by the manufacturer for application of flow cytometry. Species reactivity: mouse.https://www.biolegend.com/en-us/products/alexa-fluor-700-anti-mouse-cd45-antibody-16471?GroupID=GROUP658HRP-goat anti-rabbit IgG (H+L) secondary antibody, Thermo Fisher Scientific, validated by the manufacturer for application of western blot, immunohistochemistry and immunoprecipitation. Species reactivity: rabbit.https://www.thermofisher.cn/cn/zh/antibody/product/Goat-anti-Rabbit-IgG-H-L-Secondary-Antibody-Polyclonal/31460HRP-goat anti-mouse IgG (H+L) secondary antibody, Thermo Fisher Scientific, validated by the manufacturer for application of ELISA, immunohistochemistry, Immunohistochemistry-paraffin, immunoprecipitation, western blot. Species reactivity: mouse.https://www.thermofisher.cn/cn/zh/antibody/product/Goat-anti-Mouse-IgG-H-L-Secondary-Antibody-Polyclonal/31430Alexa Fluor 488-donkey anti-mouse IgG (H+L) secondary antibody, Thermo Fisher Scientific, validated by the manufacturer for application of immunohistochemistry. Species reactivity: mouse.https://www.thermofisher.cn/cn/zh/antibody/product/Donkey-anti-Mouse-IgG-H-L-Highly-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-21202Alexa Fluor 647-donkey anti-rabbit IgG (H+L) secondary antibody, Thermo Fisher Scientific, validated by the manufacturer for application of immunohistochemistry. Species reactivity: rabbit.https://www.thermofisher.cn/cn/zh/antibody/product/Donkey-anti-Rabbit-IgG-H-L-Highly-Cross-Adsorbed-Secondary-Antibody-Polyclonal/A-31573PE/Cy7-anti-mouse CD31, BioLegend, Cat# 102418, validated by the manufacturer for application of flow cytometry. Species reactivity: mouse. https://www.biolegend.com/en-us/products/pe-cyanine7-anti-mouse-cd31-antibody-3942Mouse anti-ABCB1, Invitrogen, validated by the manufacturer for application of Western blotting. Species reactivity: Bovine, Fish, Hamster, Human, Mouse, Rat, Zebrafish.https://www.thermofisher.cn/cn/zh/antibody/product/P-Glycoprotein-Antibody-clone-C219-Monoclonal/MA1-26528Mouse anti-GFP, Invitrogen, Cat#MA5-15256, RRID: AB_10979281. validated by the manufacturer for application of immunoprecipitation, ELISA, Western blotting, and immunofluorescence. Species reactivity: native and denatured forms of GFP (Green Fluorescent Protein) and its many popular variants: EGFP, YFP, EYFP, and CFP. https://www.thermofisher.cn/cn/zh/antibody/product/GFP-Antibody-clone-GF28R-Monoclonal/MA5-15256Mouse anti-RFP, Invitrogen, validated by the manufacturer for application of  immunoprecipitation, ELISA, Western blotting, immunohistochemistry, immunocytochemistry and immunofluorescence. Species reactivity: native and denatured forms of RFP (Red Fluorescent Protein) and its many variants: DsRed, mCherry, mOrange, etc. https://www.thermofisher.cn/cn/zh/antibody/product/RFP-Antibody-clone-RF5R-Monoclonal/MA5-15257Mouse anti-S100A4, clone 3B11, kept in our Lab, validated by our own studies for application of  Western blotting, neutralization. Species reactivity: mouse, human. Refer to Chen, L., et al. (2015). "S100A4 promotes liver fibrosis via activation of hepatic stellate cells." J Hepatol 62(1): 156-164. Li, Q., et al. (2018). "S100A4 Protects Myeloid-Derived Suppressor Cells from Intrinsic Apoptosis via TLR4-ERK1/2 Signaling." Front Immunol 9: 388.
	State the source of each cell line used.: American Type Culture Collection (ATCC): LLC, A549, H1299. PCCAFs were kindly provided by Prof. Ju Zhang at the College of Life sciences, Nankai university.MEF and mCAF were generated as described in our previous work (Liu, X., et al. (2019). Biochemical and biophysical research communications 512(3): 544-551.).hCAF were created in this study.
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: LLC, A549, H1299 were authenticated using STR profiling. PCCAFs, MEFs, mCAFs and hCAFs were authenticated by morphology and expression of fibroblast-associated markers.
	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 misidentified cell line was 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). 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 mice were housed in a specific-pathogen-free facility at Zhengzhou University. Animal protocols were approved by the animal care and user committee of the First Affiliated Hospital of Zhengzhou University (2021-KY-0626-002).
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