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	Specify number, type and replicate agreement.: Two conditions: myoblast and myotubes at day 5.Sample: Input and macroH2A1-enriched chromatin.Replicates: Single. Experiment was used as supportive evidence for chromatin association. No detailed genomic distribution analysis was required.
	For all antibodies, as applicable, provide supplier name, catalog number, clone name, and lot number. Also 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.: Library construction protocol was performed essentially as previously described (Creppe et al. 2014) and samples were sequenced on Illumina HiSeq 2000. Reads were single end.
	For all antibodies, as applicable, provide supplier name, catalog number, clone name, and lot number. Also 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.: The anti-macroH2A1 antibody has been generated as described in Buschbeck et al. (2009, NSMB) and been characterized in great detail in Douet et al. (2017, J Cell Sci).
	Specify the command line program and parameters used for read mapping and peak calling, including the ChIP, control and index files used.: After cleaning and trimming, reads were aligned to mouse genome (mm9) using Bowtie 2 version 2.0.6 (Langmead and Salzberg, 2012, Nat. Methods), with sensitive pre-setting option (-D 15 -R 2 -L 22 -i S,1,1.15). To detect genomic regions enriched for multiple overlapping (peaks) SICER software version 1.1 was used to identify enriched genomic regions using the following settings: redundancy threshold= 2, window size=600, fragment size=250, effective genome fraction = 0.75, gap=1200, FDR=0.05 (Zang et al., 2009, Bioinformatics). 
	Provide full detail, including how many peaks are at FDR 5% and above 5-fold enrichment.: See above. Please note that we have used this ChIP-seq as an unconventional way to reconfirm chromatin association and not to analyze genomic distribution.
	Provide details of software used. For custom code that has been deposited into a community repository, provide accession details.: See above.



