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	CurrentPageNumber: 
	Double-anonymous peer review submissions: write DAPR and your manuscript number here instead of author names.: Shunsuke Kon
	YYYY-MM-DD: 2023 09 28
	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.: Microscope: BZ-x800 (KEYENCE)Confocal laser-scanning microscope: FV1000 system (Olympus), A1R system (Nikon)q-PCR: Applied Biosystems 7500 Real-Time PCR System (Applied Biosystems), QuantStudio 1 Real-Time PCR system (Applied Biosystems)Reporter assay: SpectraMax iD5 (Molecular Devices)Western blotting and Enzyme assay: ImageQuant LAS-3000 (GE Healthcare)
	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.: Imaging data analysis: NIS-Elements C (Ver. 5.21.00)(Nikon), MetaMorph software (Ver. 7.8.0.0)(Molecular Devices), Fiji/Image (Ver. 2.1.0)Microarray data analysis: QuantStudio Design & Analysis Softwore (Ver. 1.5.1), GeneSpring GX (Ver. 14.9) (Agilent), R (Ver.4.2.1) (R Foundation), GSEA( Ver.4.2.3) (BROAD INSTITUTE), Metascape (v3.5.20230501) (Metascape)Statistical analysis and graphs: Excel 2018 (Microsoft), GraphPad Prism 9 (Ver. 9.4.1)
	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.: All microarray datasets generated in this study have been deposited into GEO under accession numbers GSE217830 (comprising a mix culture of MDCK mCherry-β-catenin Δ131 and MDCK-pTR GFP-RasV12 mCherry-β-catenin Δ131 cells, compared to a single culture of MDCK-pTR GFP-RasV12 mCherry-β-catenin Δ131 cells: https://www.ncbi.xyz/geo/query/acc.cgi?acc=GSE217830) and GSE236658 (comprising a mix culture of MDCK and MDCK-pTR GFP-RasV12 cells, compared to a single culture of MDCK-pTR GFP-RasV12 cells: https://www.ncbi.xyz/geo/query/acc.cgi?acc=GSE236658). All source data are provided in a Source Data file with this paper.
	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 employed to predetermine the sample sizes. The sample sizes used in this study were determined based on the prior experience with specific model systems, as referenced (Kon et al., Nat. Cell Biol., 2017; Akter et al., Cell Rep., 2022). Factors such as reproducibility between biological replicates and the magnitude and consistency of measurable differences between groups was also considered in the determination of sample sizes. Detailed information on sample sizes for each experiment is provided in Figure legends. 
	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.": No sex-and gender-based analyses have been performed. 
	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.": No race-, ethnicity-, and other socially relevant groupings-based analyses have been performed. All patients recruited in this study were Japanese, from the University of Tokyo Hospital.
	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.": We collected formalin-fixed paraffin-embedded clinical samples from patients who were diagnosed with early colorectal cancer (9 cases each group, median age: 76 years old, range from 70 to 82), and underwent endoscopic treatments by endoscopic mucosal resection (EMR) or endoscopic submucosal dissection (ESD).
	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.: All cancer patient volunteers were recruited from the University of Tokyo Hospital, in accordance with ethical guidelines. All patients willingly provided their samples at no cost after signing the informed consent form. This study is not subject to self-selection bias or other biases.
	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 procedures were conducted in accordance with the ethical standards set forth by the responsible committee on human experimentation, and adhered to the Helsinki Declaration of 1964 and its subsequent revisions. The institutional Review Board of Tokyo University Hospital approved the use of the aforementioned clinical samples (Aprroval number: 0542-(7)) for this study, and written informed consent was obtained from all  patients.
	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.: Sex was not relevant to this study.
	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 conducted under the guidelines by the Animal Care Committee of Tokyo University of Science. The animal protocols were reviewed and approved by the Tokyo University of Science Animal Care Committee (Approval number: S21027).
	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.: At least three independent experiments were conducted to confirm the reproducibility of the experimental results, except for immunoblot data: Fig. 3a was repeated three times, Figs 3j and 4e were repeated twice, and Supplementary Fig 6a was repeated once.
	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.: For animal studies, mice were randomly assigned to experimental groups from each genotype.
	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.: Blinding was not applicable to this study, as knowledge of mouse genotypes or cell culture conditions was necessary for data collection and analysis.
	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.: For western blot analyses, antibodies for β-actin (clone AC-74;A2228) and Pan-Ras (clone Ras10; OP40) were purchased from Sigma (MO, USA); antibody for mCherry (632543) was purchased from Clontech (CA, USA); antibody for β-catenin (clone 14;610153) was purchased from BD Transduction (NJ, USA); antibody for MMP21 (TA322032) was purchased from ORIGENE (MD, USA); antibody for MMP21 (55289-1) was purchased from Proteintech (IL, USA).For IHC analyses, antibody for E-cadherin (clone 36;610181) was purchased from BD Transduction; GFP (ab13970), Ki-67 (ab16667), chromogranin A (ab80787) and p65 (ab16502) were purchased from Abcam (Cambridge, MA, USA); antibody for p-ERK (9101) was purchased from Cell Signaling Technology (Danvers, MA, USA); antibody for CDX2 (MU392A-UC) was purchased from BioGenex (CA, USA); antibody for Sox9 (AB5535) was purchased from Millipore (MA、USA); antibody for synaptophysin (413831) was purchased from NICHIREI BIOSCIENCES (Tokyo, Japan); antibody for MMP21 (PA1-25234) was purchased from Life Technologies (CA, USA).For IF analyses, antibodies for GFP (ab13970), Ki-67 (ab16667), DCLK1 (ab31704), LYVE1 (ab14917), and p65 (ab16502) were purchased from Abcam; E-cadherin (clone 36;610181) and Villin (clone 12;610358) were purchased from BD Transduction; antibody for laminin (L9393) was purchased from Sigma; Olfm4 (39141) and NF-κB (8242) were Cell Signaling Technology; antibody for MECA32 (120502) was purchased from BioLegend (CA, USA); antibody for MMP21 (PA1-25234) was purchased from Life Technologies. Alexa-Fluor-568- and -647-conjugated secondary antibodies and Tetramethylrhodamine-conjugated WGA were purchased from Life Technologies, Alexa-Fluor-488-conjugated anti-chicken IgY antibody was purchased from Abcam, Alexa-Fluor-647-conjugated anti-rat IgG was purchased from Jackson immunoResearch (PA, USA). Alexa-Fluor-568- and -647-conjugated phalloidin were purchased from Life Technologies.For ChIp analyses, antibodies for NF-κB (8242) and IgG (2729) were purchased from Cell Signaling Technology.
	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.: anti-β-actin mouse monoclonal, Sigma cat. no. A2228, WB 1:5000https://www.sigmaaldrich.com/JP/ja/product/sigma/a2228Validated by the company and following publication: Akter E, et al. Non-degradable autophagic vacuoles are indispensable for cell competition. Cell Rep. 2022 Aug 30;40(9):111292.  doi: 10.1016/j.celrep.2022.111292.anti-Pan-Ras mouse monoclonal, Sigma cat. no. OP40, WB 1:1000https://www.sigmaaldrich.com/JP/ja/product/mm/op40Validated by the company and following publication: Akter E, et al. Non-degradable autophagic vacuoles are indispensable for cell competition. Cell Rep. 2022 Aug 30;40(9):111292.  doi: 10.1016/j.celrep.2022.111292.anti-mCherry mouse monoclonal, Clontech cat. no. 632543, WB 1:1000https://www.takarabio.com/documents/Certificate%20of%20Analysis/632543/632543-021313.pdfValidated by the company and following publication: Kajita M, et al. Filamin acts as a key regulator in epithelial defence against transformed cells. Nat Commun. 2014 Jul 31;5:4428.  doi: 10.1038/ncomms5428.anti-β-catenin mouse monoclonal, BD Transduction cat. no. 610153, WB 1:1000https://www.bdbiosciences.com/ja-jp/products/reagents/microscopy-imaging-reagents/immunofluorescence-reagents/purified-mouse-anti-catenin.610153Validated by the company and following publication: Faux MC, et al. Independent interactions of phosphorylated β-catenin with E-cadherin at cell-cell contacts and APC at cell protrusions. PloS One. 2010 Nov 30;5(11):e14127. doi: 10.1371/journal.pone.0014127.anti-MMP21 rabbit polyclonal, ORIGENE cat. no. TA322032, WB 1:1000https://www.origene.com/catalog/antibodies/primary-antibodies/ta322032/mmp21-rabbit-polyclonal-antibodyValidated by the companyanti-MMP21 rabbit polyclonal, Proteintech cat. no. 55289-1, WB 1:500https://www.ptglab.co.jp/products/MMP21-Antibody-55289-1-AP.htmValidated by the companyanti- E-cadherin mouse monoclonal, BD Transduction cat. no. 610181, IHC 1:200, IF 1:200https://www.bdbiosciences.com/en-us/products/reagents/microscopy-imaging-reagents/immunofluorescence-reagents/purified-mouse-anti-e-cadherin.610181Validated by the company and following publication: Kon S, et al. Cell competition with normal epithelial cells promotes apical extrusion of transformed cells through metabolic changes. Nat Cell Biol. 2017 May;19(5):530-541. doi: 10.1038/ncb3509. Epub 2017 Apr 17.anti-GFP chicken polyclonal, abcam cat. no. ab13970, IF 1:500https://www.abcam.co.jp/gfp-antibody-ab13970.htmlValidated by the company and following publication: Kon S, et al. Cell competition with normal epithelial cells promotes apical extrusion of transformed cells through metabolic changes. Nat Cell Biol. 2017 May;19(5):530-541. doi: 10.1038/ncb3509. Epub 2017 Apr 17.anti-Ki-67 rabbit monoclonal, abcam cat. no. ab16667, IHC 1:200, IF 1:200https://www.abcam.co.jp/ki67-antibody-sp6-ab16667.htmlValidated by the company and following publication: Li L, et al. Sonic Hedgehog promotes proliferation of Notch-dependent monociliated choroid plexus tumour cells. Nat Cell Biol. 2016 Apr;18(4):418-30. doi: 10.1038/ncb3327. Epub 2016 Mar 21.anti-chromogranin A mouse monoclonal, abcam cat. no. ab80787, IHC 1:200https://www.abcam.com/chromogranin-a-antibody-lk2h10-ab80787.htmlValidated by the company and following publication: Negoro R, et al. Efficient Generation of Small Intestinal Epithelial-like Cells from Human iPSCs for Drug Absorption and Metabolism Studies. Stem Cell Reports. 2018 Dec 11;11(6):1539-1550. doi: 10.1016/j.stemcr.2018.10.019. Epub 2018 Nov 21.anti-p65 rabbit polyclonal, abcam cat. no. ab16502, IHC 1:200, IF 1:200https://www.abcam.co.jp/nf-kb-p65-antibody-ab16502.htmlValidated by the company and following publication: Muthuswamy R, et al. NF-κB hyperactivation in tumor tissues allows tumor-selective reprogramming of the chemokine microenvironment to enhance the recruitment of cytolytic T effector cells. Cancer Res. 2012 Aug 1;72(15):3735-43. doi: 10.1158/0008-5472.CAN-11-4136. Epub 2012 May 16.anti-p-ERK rabbit polyclonal, Cell Signaling Technology cat. no. 9101, IHC 1:200https://www.cellsignal.jp/products/primary-antibodies/phospho-p44-42-mapk-erk1-2-thr202-tyr204-antibody/9101Validated by the company and following publication: Zhou ZW, et al. KRASQ61H Preferentially Signals through MAPK in a RAF Dimer-Dependent Manner in Non-Small Cell Lung Cancer. Cancer Res. 2020 Sep 1;80(17):3719-3731. doi: 10.1158/0008-5472.CAN-20-0448. Epub 2020 Jun 30.anti-p-Akt rabbit monoclonal, Cell Signaling Technology cat. no. 4060, IHC 1:200https://www.cellsignal.jp/products/primary-antibodies/phospho-akt-ser473-d9e-xp-rabbit-mab/4060Validated by the company and following publication: Iriarte A, et al. PI3K (Phosphatidylinositol 3-Kinase) Activation and Endothelial Cell Proliferation in Patients with Hemorrhagic Hereditary Telangiectasia Type 1. Cells 2019 Aug 24;8(9):971. doi: 10.3390/cells8090971.anti-Cyclin E1 mouse monoclonal, Cell Signaling Technology cat. no. 4129, IHC 1:200https://www.cellsignal.jp/products/primary-antibodies/cyclin-e1-he12-mouse-mab/4129Validated by the company and following publication: Konstantinopoulos PA, et al. A Replication stress biomarker is associated with response to gemcitabine versus combined gemcitabine and ATR inhibitor therapy in ovarian cancer. Nat Commun. 2021 Sep 22;12(1):5574. doi: 10.1038/s41467-021-25904-w.anti-CDX2 mouse monoclonal, BioGenex cat. no. MU392A-UC, IHC 1:200https://biogenex.com/wp-content/uploads/2019/11/932-392M-EN.pdfValidated by the company and following publication: San Roman AK, et al. Distinct Processes and Transcriptional Targets Underlie CDX2 Requirements in Intestinal Stem Cells and Differentiated Villus Cells. Stem Cell Reports. 2015 Nov 10;5(5):673-681. doi: 10.1016/j.stemcr.2015.09.006. Epub 2015 Oct 17.anti-Sox9 rabbit polyclonal, Millipore cat. no. AB5535, IHC 1:200https://www.merckmillipore.com/JP/ja/product/Anti-Sox9-Antibody,MM_NF-AB5535Validated by the company and following publication: Qi Z, et al. BMP restricts stemness of intestinal Lgr5+ stem cells by directly suppressing their signature genes. Nat Commun. 2017 Jan 6;8:13824. doi: 10.1038/ncomms13824.anti-synaptophysin mouse monoclonal, NICHIREI BIOSCIENCES cat. no. 413831https://nichireibiosciences.co.jp/wp-content/uploads/2022/10/413831.pdfValidated by the companyanti-MMP21 rabbit polyclonal, Life Technologies cat. no. PA1-25234 IF 1:100https://www.thermofisher.com/antibody/product/MMP21-Antibody-Polyclonal/PA1-25234Validated by the companyanti-DCLK1 rabbit polyclonal, abcam cat. no. ab31704, IF 1:200https://www.abcam.co.jp/dcamkl1-antibody-ab31704.htmlValidated by the company and following publication: Liu S, et al. Members of Bitter Taste Receptor Cluster Tas2r143/Tas2r135/Tas2r126 Are Expressed in the Epithelium of Murine Airways and Other Non-gustatory Tissues. Front Physiol. 2017 Oct 30;8:849. doi: 10.3389/fphys.2017.00849. eCollection 2017.anti-LYVE1 rabbit polyclonal, abcam cat. no. ab14917, IF 1:400https://www.abcam.co.jp/lyve1-antibody-bsa-and-azide-free-ab14917.htmlValidated by the company and following publication: Bernier-Latmani J, et al. High-resolution 3D analysis of mouse small-intestinal stroma. Nat Protoc. 2016 Sep;11(9):1617-29. doi: 10.1038/nprot.2016.092. Epub 2016 Aug 11.anti-Villin mouse monoclonal, BD Transduction cat. no. 610358, IF 1:200https://www.bdbiosciences.com/en-au/products/reagents/microscopy-imaging-reagents/immunofluorescence-reagents/purified-mouse-anti-human-villin.610358Validated by the company and following publication: Thorne CA, et al. Enteroid Monolayers Reveal an Autonomous WNT and BMP Circuit Controlling Intestinal Epithelial Growth and Organization. Dev Cell. 2018 Mar 12;44(5):624-633.e4. doi: 10.1016/j.devcel.2018.01.024. Epub 2018 Mar 1.anti-laminin rabbit polyclonal, Sigma cat. no. L9393, IF 1:200https://www.sigmaaldrich.com/JP/ja/product/sigma/l9393Validated by the company and following publication: Liu Y, et al. TLR9 and beclin 1 crosstalk regulates muscle AMPK activation in exercise. Nature. 2020 Feb;578(7796):605-609. doi: 10.1038/s41586-020-1992-7. Epub 2020 Feb 12.anti-Olfm4 rabbit monoclonal, Cell Signaling Technology cat. no. 39141, IF 1:200https://www.cellsignal.jp/products/primary-antibodies/olfm4-d6y5a-xp-rabbit-mab-mouse-specific/39141Validated by the company and following publication: Hou Q, et al. Exogenous L-arginine increases intestinal stem cell function through CD90+ stromal cells producing mTORC1-induced Wnt2b. Commun Biol. 2020 Oct 23;3(1):611. doi: 10.1038/s42003-020-01347-9.anti-NF-κB rabbit monoclonal, Cell Signaling Technology cat. no. 8242, IF 1:100, ChIP 1:100https://www.cellsignal.jp/products/primary-antibodies/nf-kb-p65-d14e12-xp-rabbit-mab/8242Validated by the company and following publication: Wu Y, et al. Phospholipid remodeling is critical for stem cell pluripotency by facilitating mesenchymal-to-epithelial transition. Sci Adv. 2019 Nov 27;5(11):eaax7525. doi: 10.1126/sciadv.aax7525. eCollection 2019 Nov.anti-MECA32 rat monoclonal, BioLegend cat. no. 120502, IF 1:200https://www.biolegend.com/ja-jp/products/purified-anti-mouse-panendothelial-cell-antigen-antibody-2967Validated by the company and following publication: Mouries J, et al. Microbiota-driven gut vascular barrier disruption is a prerequisite for non-alcoholic steatohepatitis development. J Hepatol. 2019 Dec;71(6):1216-1228. doi: 10.1016/j.jhep.2019.08.005. Epub 2019 Aug 13.anti-IgG rabbit polyclonal, Cell Signaling Technology cat. no. 2729, ChIP 1:250https://www.cellsignal.jp/products/primary-antibodies/normal-rabbit-igg/2729Validated by the company and following publication: Olesen CW, et al. Trafficking, localization and degradation of the Na+, HCO3- co-transporter NBCn1 in kidney and breast epithelial cells. Sci Rep. 2018 May 9;8(1):7435. doi: 10.1038/s41598-018-25059-7.
	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.: MDCK and 293T-HA-Rspol-Fc cells were used in this study. The parental MDCK cells were a gift from Dr. W. Birchmeier (Max Delbruck Center). 293T-HA-Rspol-Fc cells were kindly provided by Dr. Calvin Kuo (Stanford University).
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: To authenticate MDCK and 293T-HA-Rspol-Fc cells, we performed periodic morphology check via microscope. To prevent deterioration of cells, we used the cells at low passage numbers.
	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 used in the laboratory are regularly tested for mycoplasma contamination and tested negative.
	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). 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.: 
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