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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: B.S.CowlingJ.Laporte
	YYYY-MM-DD: 2022-10-24
	na: 
	y: 
	Provide a description of all commercial, open source and custom code used to collect the data in this study, specifying the version used OR state that no software was used.: The following software were used for data collection: SerialEM software version 3.8 (for negative staining EM images recording), Leica Application Suite X 3(LASX) software version 8 (for SP8X confocal microscopy imaging), Roche LightCycler 480 Software Version 1.2.9.11 (for qPCR recording and analysis), Gen 5 software version 2.07 (for absorbance recording in GTPase assay).
	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.: For the analysis of possible DNM2 isoforms and expression level in mouse muscle tissue, existing codes were used as follows. For RNA sequencing, reads were preprocessed using cutadapt (version 1.10) to remove adapter, polyA and low-quality sequences (Phred quality score below 20). Reads shorter than 40 bases were excluded from further analysis. Reads were mapped onto  the GRCm39/mm39 version assembly of  Mus musculus genome using STAR version 2.5.3. Transcripts were quantified by the Cuffllinks version 2.2.1 (Trapnell, C., 2012) with default parameters. Differential gene expression analysis was performed using Cuffdiff version 2.2.1. Other softwares used: GraphPad Prism 8 (for graphics and statistical analysis), Fiji Image J 1.5 (for image analysis),ASTRA 6.1 software from Wyatt Technology (for SEC-MALS analysis), Biorad Image Lab software version 6.1.0 (to convert Stain-Free gel images to Tiff), NDPI.view 2 (to convert NDPI histological images to Tiff), 615A: Dynamic muscle control and analysis software ( to analyze muscle force recorded with in situ whole animal system 1300A from Aurora Scientific).Cellpose 1.0 algorithm (Stringer C., 2021) and LabelsToROIs Fiji plugin (Waisman A., 2021) were used for myofiber segmentation.
	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.: RNA sequencing data supporting this study has been deposited into the Gene Expression Omnibus (GEO) database (NCBI) on 14th September 2022 and published on 5th October 2022. GEO Series accession number code is now provided in the manuscript text. It is accessible under GEO Series accession number GSE214621 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE214621). GRCm39/mm39 version assembly of Mus musculus genome is accessible under this link: https://www.ncbi.nlm.nih.gov/assembly/GCF_000001635.27.The authors declare that all data supporting the findings of this study are available within the paper and its supplementary information files. Source data from Main and Supplementary figures  are provided with this paper as a Source Data file. Uncropped and unprocessed western blot and Stain-Free gels are provided in the Supplementary Figure 16 in the “Supplementary Information File”.  A reporting summary for this article is available as a “Supplementary Information 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.: For animal studies, the sample size per group was determined based on the results and variability of the outcomes measures in previous publications with similar methodologies or mouse models (e.g. Cowling B., 2014; Tasfaout H., 2017; Massana-Muñoz X., 2019; Massana-Muñoz X., 2020). We have used this data to calculate theoretical power for our outcomes of interest and establishnumber of mice needed for the analysis. We used n=4-10 mice/group for phenotypic test and histology analysis and n=3-8 mice/group for the biochemical analysis. Individual data points are available in the figures, corresponding to different mice, and the n number was provided in the figure or figure legend.For cell studies, 3 repetitions in independent experiments were conducted. The number of independent experiments and cells analyzed per experiment was determined based on the results and variability of the outcomes measures in previous publications performing similar assays (e.g, Lionello V., 2021; Fujise K., 2021; Gibbs E.M., 2014).For functional studies with recombinant protein, from 2 to 5 independent repetitions were conducted using recombinant protein from at least 2 different batch of protein production. Each protein production was analyzed in several functional experiments in parallel. The number of independent repetitions was determined from previous publications with similar methodologies (Ramachandran R., Wang. L., 2010; Fujise, K., 2021).The exact n number of all the experiments was provided in the figure 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.: Only mice were excluded from analysis when it was noted a technical mistake during the experiment. In the studies where intramuscular injection was performed to overexpress DNM2, mice with no overexpression, due to technical error during the injection, were excluded from the analysis.
	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.: For all animal studies, mice analyzed or used for the injections were coming from at least 3 independent litters, and results were replicated in the different cohorts, so accumulated in the analysis process. Mice with the genotype of interest were analyzed together with at least one control littermate. All ‘n’ in figure including results from animal experiment represent individual mice (so ‘n’ = X would reflect X number of unique mice).For AAV-DNM2 overexpression study in mice, at least 2 different batches of virus were used reproducing the same outcomes at histological and muscle force level. Immunofluorescence studies with muscle sections were reproduced when repeated in independent experiments. For cell work, 3 independent experiments were conducted. The result of tubulation assay in cellulo was reproduced when repeated in an experiment conducted during the revision including other conditions. For in vitro assays using recombinant protein, the results were assessed for reproducibility for the different functional assays (e.g., GTPase assay, sedimentation assay) perform in the independent repetition, even with protein coming from different protein productions. Replication of the experiments was successful with different protein production and in from 2 to 5 independent experiments and data was accumulated during the analysis process.   Protein from at least 3 different batch of production was analyzed under negative staining imaging reproducing the results Result of sedimentation experiment to measure depolymerization in presence of GTP was replicated when repeated this experiment including other time points during the revision.  For all western blots, all samples were randomly distributed in several blots, ensuring 2-3 samples per group including controls groups are running in parallel in the same blot. Some western blots were similarly repeated in a different day and result was replicated. 
	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 intramuscular injection experiments, animals were randomized for treatment with AAV-empty or AAV-MDNM2 or UbDNM2, after weaning. All mouse samples were randomly selected for experiments as RT-qPCR, WBs or imaging.For cell experiments, 24-well plates were growth with cells and the wells were randomly allocated for the different transfection conditions. All transfected, or co-transfected, cells for quantification were randomly selected. For in vitro experiments with recombinant protein no randomization was applied as the two recombinant proteins, in each batch of production, were allocated to several experiments conducted in parallel during the week (negative staining, GTPase activity, sedimentation assays, etc.).
	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 set up at different levels.For mouse phenotyping, after genotyping and selection of the mice with genotypes of interest, a table was done with the correspondence of the cage ID number, birth date, mouse ID number and genotype. Then, tests were conducted blinded, and outcomes noted using cage ID number and mouse ID number without the knowledge of the genotypes. Ultimate analysis of in-situ muscle force was blinded to genotype or AAV injected as only the mouse ID number, age, sex and, in some cases, right or left TA information was noted together with outcome measures.Blinding for the histopathological and biochemical assessments was ensured using the mouse ID number (and sex and age in some cases) while experiment was conducted or quantified. Group allocations were decoded afterwards for the purpose of statistical analysis and graphic preparation looking at the table with the correspondence between mouse ID number and genotype. For experiments using cells overexpressing different constructs, a letter was assigned for each well the day of the transfection, and the reference to this letter was used for the outcome images during the image acquisition and quantification. Then, corresponding condition was decoded for the statistical analysis of 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.: Commercial antibodies used: -Dysferlin (IF, 1/50, Abcam ab15108 lot # GR229045-1), -α-actinin (IF, 1/250, Sigma A7811, lot # 127M4807V),-CHC (WB 1/1000 and IF 1/100, Abcam ab21679, lot # GR3283874-1)-BIN1(IF, 1/50, clone C99D, Sigma B9428, lot #095M4800V)-TOMM20 (IF, 1/200, Abcam ab78547, lot #GR3243633-2)-Peroxidase AffiniPure F(ab')₂ Fragment Goat Anti-Rabbit IgG (H+L) (WB,1/5000, Jackson immunoresearch, 111-036-045)-Peroxidase-conjugated affiniPure Goat anti mouse IgG+IgM (H+L) (WB, 1/5000, Jackson immunoresearch, 115-036-068)-Alexa Fluor® 488 Donkey Anti-Mouse IgG (H+L) (IF, 1/500, Invitogen, A21202)-AlexaFluor® 647 Goat anti RABBIT IgG (H+L) (IF, 1/500, Invitrogen, A-21245)-AlexaFluor® 594 Goat anti mouse IgG (IF, 1/500, Invitrogen, A-11005)We have used some homemade antibodies produced at polyclonal or monoclonal antibody platforms at IGBMC (Institut de génétique et de biologie moléculaire et cellulaire, France):-Mouse monoclonal Myc antibody (IF, 1/500, clone GE10). -Rabbit pan-DNM2 antibodies: R2680 (anti PH-GED domain, IF, 1/50) and R2865 (anti PRD domain, WB, 1/700)-Rabbit pan-BIN1 (R3623, anti-BIN1 SH3 domain, WB, 1/1000) -Novel M-DNM2 antibody (R3665-66, anti DNM2 peptide 12b, WB, 1/200) Dilution of each antibody is also indicated in the respective section in Methods where the antibody was used (Western blot, Immunostaining of muscle sections or Cell assays sub-section).
	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.: IFs were always run in parallel with negative controls (not incubated with primary antibody). The validation of the commercial antibodies is available on manufacturer's websites. All antibodies were validated in control (wild-type) murine tibialis anterior tissue, as well as by western blot or by Immunofluorescence, according to manufacturers’ instructions and recommendations. They have been also validated in previous publications:• TOMM20, Abcam ab78547. Validation statement “Our Abpromise guarantee covers the use of ab78547 in the following tested applications: ICC/IF, IP, WB, IHC-P” (https://www.abcam.com/tomm20-antibody-mitochondrial-marker-ab78547.html). Validated in mouse samples ( Hass D.T., 2019).• BIN1, clone C99D, Sigma B9428. Validated in mouse muscle samples for IF (Cowling B., 2017; Prokic I., 2020, Picas L., 2012).• Dysferlin (IF, 1:50, Abcam ab15108 lot # GR229045-1). Validated for mouse species and immunofluorescence in Klinge L.,2017.  • α-actinin (IF, 1:250, Sigma A7811, lot # 127M4807V). Validation statement “Mouse monoclonal anti-α-actinin (sarcomeric) antibody is suitable for immunohistochemistry (1:800), ELISA, immunofluorescence and western blot (1:2,500) applications (https://www.sigmaaldrich.com/ES/es/product/sigma/a7811). Validated against mouse samples by IF ( Callaghan N.I., 2020).• CHC (WB 1:1000 and IF 1:100, Abcam ab21679, lot # GR3283874-1). Validation statement: “Our Abpromise guarantee covers the use of ab21679 in the following tested applications.: WB, ICC) and that it reacts against mouse samples” (https://www.abcam.com/clathrin-heavy-chain-antibody-ab21679.html). Application also validated in Rao S.R., 2016.The homemade DNM2 antibodies were produced on site at IGBMC and they were validated in several publications (e.g. Cowling B.,  2011). The homemade BIN1 antibody (R3623) was previously validated in the publication Silva-Rojas R., 2021. Novel M-DNM2 homemade antibody against peptide codified by exon 12b was validated in this publication. Specificity was confirmed by ELISA. Specificity to detect mouse and human M-DNM2 by WB was validated using cell samples overexpressing M-DNM2 or Ub-DNM2 or using mouse muscle samples knock-out (KO) for exon 12b (data included in Supplementary Fig. 1b). The homemade Myc antibody for IF in cells was previously validated in the IGBMC platform. We validated in COS-1 cells overexpressing DNM2 with Myc Tag (by transfection) performing colocalization experiments between a homemade rabbit DNM2 antibody (previously validated for human DNM2 by IF in Lionello V., 2022) and mouse homemade Myc antibody. We observed perfect colocalization and same pattern with both antibodies as well as no signal was detected for Myc antibody in non-transfected COS1 cells. 
	State the source of each cell line used.: - C2C12 mouse myoblast cell line was obtained from ECACC (ECACC 91031101).-Sf9 insect cells-Novagen were obtained from Sigma-Aldrich Chimie S.a.r.l (Reference: 71104-3).-COS-1 monkey fibroblast cell line was obtained from ATCC (Reference: CRL-1650)
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: All cell lines came with authentication documentation. Each cell line was also identified and verified by its characteristic morphology or way of growth. C2C12 cell line is also recognize by its ability to fusion and differentiate into myotubes when grow at high confluence (from 80%) and in medium with horse serum at low concentration (2%). 
	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.: This cell line was 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
	Identify the organization(s) that approved the study protocol.: All animal experiments in this study were conducted with protocols approved by Animal experimentation was approved by the institutional ethical committee Com’Eth IGBMC-ICS and authorized under the APAFIS project numbers  2019021109517421, 2019061316274324 and 2016061019332648. . Animals were housed in cages with access to food ad libitum and in temperature-controlled room (19°C to 22°C) ventilated by 100% fresh, non-recirculated air at the rate of 15 air changes per hour with 12:12-hour light/dark cycle and humidity at 40-60%.  Animal housing room pressure is positive (0.5 to 2.5 Pa) to the corridor. Mice were euthanized by cervical dislocation and humanely sacrificed when required according to national and European legislations on animal experimentation. 
	For laboratory animals, report species, strain, sex and age OR state that the study did not involve laboratory animals.: All animal experiments in this study were conducted with protocols approved by Animal experimentation was approved by the institutional ethical committee Com’Eth IGBMC-ICS and authorized under the APAFIS project numbers 2019021109517421, 2019061316274324 and 2016061019332648. Animals were housed in cages with access to food ad libitum and in temperature-controlled room (19°C to 22°C) ventilated by 100% fresh, non-recirculated air at the rate of 15 air changes per hour with 12:12-hour light/dark cycle and humidity at 40-60%.  Animal housing room pressure is positive (0.5 to 2.5 Pa) to the corridor. Mice were euthanized by cervical dislocation and humanely sacrificed when required according to national and European legislations on animal experimentation. For breeding animals, diet SAFE®D03 from SAFE® was provided and it is composed by the following ingredients: Wheat, extruded soybeans, maize, wheat bran, barley, hydrolyzed fish proteins, inactivated brewer's yeast, calcium carbonate, pre-mixture of vitamins, pre-mixture of minerals, dicalcium phosphate (more details can be found in the product data sheet: https://safe-lab.com/safe-wAssets/docs/product-data-sheets/diets/safe_d03_ds.pdf). After weaning, it was transitioned to the diet SAFE®D04 from SAFE® diets composed by the following ingredients: Barley, wheat, maize, soybean meal, wheat bran, hydrolyzed fish proteins, calcium carbonate, pre-mixture of vitamins, pre-mixture of minerals, dicalcium phosphate more details can be found in the product data sheet: https://safe-lab.com/safe-wAssets/docs/product-data-sheets/diets/safe_d04_ds.pdf).  For Mtm1-/y and Mtm1-/y Dnm2ex12b+/- , once they started to present ambulatory difficulties after weaning, they were feed with the gel food in cups in the bottom of the cage: DietGel® 76A-72-07-5022 (w/ Animal Protein) from ClearH2O provider composed by the following ingredients: Purified Water, Molasses, Animal Protein (Milk), Vegetable Oil, Food Acids, Mineral Mix, Hydrocolloids, Corn Fiber, Vitamin Mix, L-Methionine (more details can be found in the product data sheet: https://www.clearh2o.com/wpcontent/uploads/2018/11/DietGel76A-Sheet-3_22.pdf?x67367).Dnm2ex12b-/- mouse line (background C57BL/B6NCrl) is a novel mouse line that was generated as follows: the targeting vector was created with LoxP sites flanking exon 12b of Dnm2, then linearized, and electroporated into embryonic stem (ES) cells, derived from a C57BL/6N, that were submitted to neomycin selection (G418). Identification of candidate recombinant clones were confirmed by long-range PCR and validated by southern blot. The selected ES clone was karyotyped and micro-injected into BALB/C   blastocysts that were implanted in pseudo pregnant females. Resulting chimeric males were mated with wild-type C57BL/6NCrl females and germline transmission determined. Recombination was triggered constitutively using Rosa26-Cre C57BL/6N deleter line (Birling M.C., 2012), kind gift from the Institute Clinic de la Souris (ICS). Homozygous knock-out (KO) mice for exon 12b were phenotyped, both sexes, at the ages of 2, 8 and 32 weeks as specify in main and supplementary figures and text.Mtm1-/y mouse line (background 129SvPAS), is a well characterized XLCNM mouse line, previously generated and characterized (Buj-Bello A., 2002; Tasfaout, H., 2017). In brief, it was generated by removal of the exon 4 of Mtm1 in all tissues by homologous recombination. Male mice are the ones affected by the disease.Mtm1-/y Dnm2ex12b+/- mice were obtained by breeding of female heterozygous Mtm1+/- mice with male heterozygous Dnm2ex12b+/- mice, and they were compared with Mtm1-/y, Dnm2ex12b+/- and Mtm1+/y Dnm2ex12b+/+ (WT) male littermates. In order to produce Mtm1-/y Dnm2ex12b-/-, females Mtm1+/- Dnm2ex12b+/- from the previous crossing were bred with male heterozygous Dnm2ex12b+/- mice. We characterized male males at the age of 4 weeks as Mtm1-/y, Dnm2ex12b+/- did not live longer. Females Mtm1-/+ Dnm2ex12b-/- and Mtm1-/+ Dnm2ex12b-/- were obtained in the offspring, and then phenotyped in the study compared with female littermates at the age of 32 weeks.3-week-old male WT and Mtm1-/y (background 129/SvPAS) mice were used in AAV-DNM2 exogenous expression studies.
	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.
	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.": 
	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.: 
	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: 
	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: 
	calculatehazardsexperiments: 
	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.: 
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