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}    Experimental design
1.   Sample size
2.   Data exclusions
3.   Replication
4.   Randomization
5.   Blinding
Note: all studies involving animals and/or human research participants must disclose whether blinding and randomization were used.
6.   Statistical parameters
For all figures and tables that use statistical methods, confirm that the following items are present in relevant figure legends (or the Methods section if additional space is needed). 
n/a
Confirmed
See the web collection on statistics for biologists for further resources and guidance.
}   Software
Policy information about availability of computer code
7. Software
For all studies, we encourage code deposition in a community repository (e.g. GitHub). Authors must make computer code available to editors and reviewers upon request.  The Nature Methods guidance for providing algorithms and software for publication may be useful for any submission.
}   Materials and reagents
Policy information about availability of materials
8.   Materials availability
9.   Antibodies
10. Eukaryotic cell lines
}    Animals and human research participants
Policy information about studies involving animals; when reporting animal research, follow the ARRIVE guidelines
11. Description of research animals
Policy information about studies involving human research participants
12. Description of human research participants
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	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 methods were used to predetermine sample size.
	If no data were excluded from the analyses, state this OR if data were excluded, describe the exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established. : No data was excluded.
	For each experiment, note whether any attempts at replication failed OR state that all attempts at replication were successful.: All ChIP data were reproduced using ChIP-seq and ChIP-qPCR. Spotting assays, western and northern blots were repeated three times. Mass spec results included technical replicates and were further supported by western blots.
	Describe how samples were allocated to groups. If allocation was not random, describe how covariates were controlled. If this is not relevant to your study, explain why.: N/A
	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.: The investigators were not blinded to allocation during experiments and outcome assessment.
	y: 
	na: 
	Provide a description of all commercial and custom code used to analyze the data in this study, specifying the version used.: Bowtie was used for mapping sequencing reads; IGV was used for data visualization.
	Describe any restrictions on availability of unique materials used in the study OR confirm that all unique materials used are readily available from the authors or from standard commercial sources (and specify these sources) OR state that no unique materials were used.: Swi6 polyclonal antibody is available from the authors.
	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 OR state that no antibodies were used.: For each IP, ~ 2 µg of antibody was pre-incubated with 30 µl of Invitrogen Dynabeads Protein A or Protein G: anti-H3K9me2 (Abcam 1220) with Protein A, anti-H3K4me3 (Millipore 04-745) with protein G, anti-H3K36me3 (Abcam 9050) with protein A, anti-H3K14ac (Millipore 07-353) with protein-A, anti-H4K16ac (Active Motif 39167) with protein A, anti-Chp1 (Abcam 18191) with protein A, anti-Flag (Sigma F1804) with protein G, anti-Swi6 (rabbit polyclonal) with protein A, anti-RNA pol II 8WG16 (BioLegend MMS-126R-500) with protein A. For IP with H3K9me3 antibody, Dynabeads M-280 Streptavidin beads were first incubated with 1 µg of anti-H3K9me3 (Diagenode C15500003), followed by blocking with 5 µM biotin. For all antibodies, negative control (untagged or deletion strains) were used. All commercial antibodies were independently evaluated by peptide array (Histone Antibody Specificity Database (http://www.histoneantibodies.com). 
	Provide information on cell line source(s) OR state that no eukaryotic cell lines were used.: N/A
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used have been authenticated OR state that no eukaryotic cell lines were used.: N/A
	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 OR state that no eukaryotic cell lines were used.: N/A
	Provide a rationale for the use of commonly misidentified cell lines OR state that no commonly misidentified cell lines were used.: N/A
	For laboratory animals, report species, strain, sex and age OR for animals observed in or captured from the field, report species, sex and age where possible OR state that no animals were used.: N/A
	Provide all relevant information on human research participants, such as age, gender, genotypic information, past and current diagnosis and treatment categories, etc. OR state that the study did not involve human research participants.: N/A



