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	CurrentPageNumber: 
	Double-blind peer review submissions: write DBPR and your manuscript number here instead of author names.: Danesh Moazed
	initial: 
	revised: 
	final: 
	na: 
	y: 
	Provide a description of all commercial and custom code used to collect the data in this study, specifying the version used OR state that no software was used.: No software was used to collect data for this study.
	Provide a description of all commercial and custom code used to analyse the data in this study, specifying the version used OR state that no software was used.: Bowtie version 0.12.7 was used to align ChIP-seq data. Novoalign V2.08.02 was used to align small RNA sequencing data. A custom Python script was used to convert from alignment files to more compact IGV-viewable files, previously published in (Yu, R., Jih, G., Iglesias, N., and Moazed, D., 2014 Mol Cell). Data was visualized using IGV v2.3.66.
	Describe how sample size was determined, detailing any statistical methods 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.: Raw small RNA sequencing reads are associated with Fig 1f, Fig 3e, ED Fig 3d, ED Fig 5d and ED Fig 8. Raw ChIP-seq reads are associated with Fig 3d, ED Fig 3e/f, and ED Fig 5a-c. All raw and processed reads from sequencing experiments are available at GEO with accession number GSE111859.
	Describe how sample size was determined, detailing any statistical methods 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 measures were used to determine sample size. For ChIP-qPCR experiments, biological triplicates (samples independently cultured for the experiment) using 2-3 independent clones is considered standard in the field. For growth assays, confirmation by 2-3 independent clones is considered standard. For random spore analyses, all relevant progeny resulting from a cross were counted and genotyped. 
	general: 
	behavioural: 
	If no data were excluded from the analyses, state so OR if data were excluded, provide the exact number of exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established.: No data was 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.: For ChIP-qPCR, error bars for non-control strains reflect either two independent biological samples (independent colonies from transformations or crosses) if there is only one bar for a given genotype/phenotype, or, if multiple biological samples (with the same genotype/phenotype) are represented in separate bars, triplicates of each clone grown in independent flasks. Sequencing experiments were performed once but with multiple independent clones for each genotype/phenotype with the exception of ED Fig 8, in which most genotypes were sequenced once, but all were collectively used to support the conclusion that secondary siRNA generation correlates with silencing and occurs at multiple genomic loci. Most growth assays and crosses were repeated on different days with similar results, with specific exceptions described below. Growth assays showing silencing in ED Fig 7i and ED Fig 10e were performed once but are simply used as visualizations of mating data, which involved hundreds of progeny and were performed independently at least twice.  The growth assay in Fig 2c was performed once, but actually went to 64 generations, with similar results.
	Describe how samples/organisms/participants were allocated into experimental groups. If allocation was not random, describe how covariates were controlled OR if this is not relevant to your study, explain why.: No randomization was required because the results of physical measurements of biomolecules, phenotypic analysis (e.g., colony color), or sequencing of nucleic acid libraries are not affected by sample randomization.
	Describe whether the investigators were blinded to group allocation during data collection and/or analysis. If blinding was not possible, describe why OR explain why blinding was not relevant to your study.: No blinding was required because the results of physical measurements of biomolecules, phenotypic analysis (e.g., colony color), or sequencing of nucleic acid libraries are not affected by the experimenters knowledge of sample identities.
	Describe any restrictions on the availability of unique materials OR confirm that all unique materials used are readily available from the authors or from standard commercial sources (and specify these sources).: All strains are available upon request, and all reagents are available commercially.
	Describe all antibodies used in the study; as applicable, provide supplier name, catalog number, clone name, and lot number.: Abcam ab1220 lot# GR325223-1 (H3K9me2); Diagenode C15500003 lot# 001 (H3K9me3); Covance, 8WG16 lot# B200433 (RNA Polymerase II)
	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.: For anti-histone antibodies, a negative control strain (lacking the H3K9 methyltransferase) was used to validate antibodies. Additionally, Diagenode C15500003 was commercially validated using the True MicroChIP kit (Cat. No. C01010130). For Pol II antibodies, comparisons at centromeric repeats in cells lacking the Clr4 H3K9 methyltransferase showed that clr4∆ cells (in which centromeric silencing is lost) had increased centromeric Pol II occupancy, as would be expected.
	State the source of each cell line used.: No cell lines.
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used were authenticated.: no cell lines
	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.: No cell lines
	Name any commonly misidentified cell lines used in the study and provide a rationale for their use.: No cell lines
	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.: 
	Describe the covariate-relevant population characteristics of the human research participants (e.g. age, gender, genotypic information, past and current diagnosis and treatment categories).: 
	deposition: 1
	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.: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE111859
	Provide a list of all files available in the database submission.: 13.H3K9me2.ChIP.norm.igv.gz13.H3K9me3.ChIP.norm.igv.gz16.H3K9me2.ChIP.norm.igv.gz16.H3K9me3.ChIP.norm.igv.gz2.H3K9me2.ChIP.norm.igv.gz2.H3K9me3.ChIP.norm.igv.gz20.H3K9me2.ChIP.norm.igv.gz20.H3K9me3.ChIP.norm.igv.gz40a.H3K9me2.ChIP.norm.igv.gz40a.H3K9me3.ChIP.norm.igv.gz4529.H3K9me2.ChIP.norm.igv.gz4529.H3K9me3.ChIP.norm.igv.gz6639R.H3K9me2.ChIP.norm.igv.gz6639R.H3K9me3.ChIP.norm.igv.gz80.H3K9me2.ChIP.norm.igv.gz80.H3K9me3.ChIP.norm.igv.gz86.H3K9me2.ChIP.norm.igv.gz86.H3K9me3.ChIP.norm.igv.gz90.H3K9me2.ChIP.norm.igv.gz90.H3K9me3.ChIP.norm.igv.gz91.H3K9me2.ChIP.norm.igv.gz91.H3K9me3.ChIP.norm.igv.gz9a.H3K9me2.ChIP.norm.igv.gz9a.H3K9me3.ChIP.norm.igv.gz4081.me2.ChIP.norm.igv.tdf4081.me3.ChIP.norm.igv.tdf6299.me2.ChIP.norm.igv.tdf6629.me3.ChIP.norm.igv.tdf84011.me2.ChIP.norm.igv.tdf84011.me3.ChIP.norm.igv.tdf84012.me2.ChIP.norm.igv.tdf84012.me3.ChIP.norm.igv.tdf8403.me2.ChIP.norm.igv.tdf8403.me3.ChIP.norm.igv.tdf8404.me2.ChIP.norm.igv.tdf8404.me3.ChIP.norm.igv.tdfH3K9me2_13.fastq.gzH3K9me2_16.fastq.gzH3K9me2_2.fastq.gzH3K9me2_20.fastq.gzH3K9me2_40a.fastq.gzH3K9me2_4529.fastq.gzH3K9me2_6639R.fastq.gzH3K9me2_80.fastq.gzH3K9me2_86.fastq.gzH3K9me2_90.fastq.gzH3K9me2_91.fastq.gzH3K9me2_9a.fastq.gzH3K9me3_13.fastq.gzH3K9me3_16.fastq.gzH3K9me3_2.fastq.gzH3K9me3_20.fastq.gzH3K9me3_40a.fastq.gzH3K9me3_4529.fastq.gzH3K9me3_6639R.fastq.gzH3K9me3_80.fastq.gzH3K9me3_86.fastq.gzH3K9me3_90.fastq.gzH3K9me3_91.fastq.gzH3K9me3_9a.fastq.gzH3K9me2_4081.fastq.gzH3K9me2_6629.fastq.gzH3K9me2_8401n1.fastq.gzH3K9me2_8401n2.fastq.gzH3K9me2_8403.fastq.gzH3K9me2_8404.fastq.gzH3K9me3_4081.fastq.gzH3K9me3_6629.fastq.gzH3K9me3_8401n1.fastq.gzH3K9me3_8401n2.fastq.gzH3K9me3_8403.fastq.gzH3K9me3_8404.fastq.gz
	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.: Not applicable- visualized data using IGV.
	Describe the experimental replicates, specifying number, type and replicate agreement.: No technical replicates.
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: All libraries were sequenced with single end, 50 bp reads. We did not calculate number of uniquely mapped reads, as Bowtie default options do not do so, and we expect many reads mapping to repeat regions, as the centromeres of fission yeast are constitutively maintained as heterochromatin (and as such have high levels of H3K9me2 and H3K9me3). Number of total reads for each fastq file are provided below:H3K9me2_13.fastq 5759266H3K9me2_16.fastq 3297065H3K9me2_20.fastq 3294450H3K9me2_2.fastq  2003221H3K9me2_40a.fastq 3159105H3K9me2_4529.fastq 2784768H3K9me2_6639R.fastq 3578079H3K9me2_80.fastq 2476153H3K9me2_86.fastq 3061423H3K9me2_90.fastq 4603090H3K9me2_91.fastq 3693065H3K9me2_9a.fastq 5312416H3K9me3_13.fastq 3010412H3K9me3_16.fastq 2426280H3K9me3_20.fastq 2992697H3K9me3_2.fastq  4113022H3K9me3_40a.fastq 3423041H3K9me3_4529.fastq 3284503H3K9me3_6639R.fastq 2780407H3K9me3_80.fastq 3240168H3K9me3_86.fastq 2916170H3K9me3_90.fastq 3784887H3K9me3_91.fastq 3947244H3K9me3_9a.fastq 4661340H3K9me2_4081.fastq 12857280H3K9me2_6639R.fastq 13820959H3K9me2_8401n1.fastq 11914161H3K9me2_8401n2.fastq 14254824H3K9me2_8403.fastq 10272080H3K9me2_8404.fastq 7015161H3K9me3_4081.fastq 9686212H3K9me3_6629.fastq 4740107H3K9me3_8401n1.fastq 8585919H3K9me3_8401n2.fastq 14731839H3K9me3_8403.fastq 8865459H3K9me3_8404.fastq 8192522
	Describe the antibodies used for the ChIP-seq experiments; as applicable, provide supplier name, catalog number, clone name, and lot number.: Abcam ab1220 (H3K9me2); Diagenode, C15500003 (H3K9me3); Covance, 8WG16 (RNA Polymerase II)
	Specify the command line program and parameters used for read mapping and peak calling, including the ChIP, control and index files used.: We did not call peaks, instead looking at specific loci of interest.
	Describe the methods used to ensure data quality in full detail, including how many peaks are at FDR 5% and above 5-fold enrichment.: We confirmed a lack of peaks in negative control samples (lacking Clr4, the H3K9 methyltransferase), and in remaining samples visually confirmed appropriate peaks where H3K9me2/3 is constitutive (ie centromeres) and lack of peaks in non-targeted euchromatic loci.
	Describe the software used to collect and analyze the flow cytometry data. For custom code that has been deposited into a community repository, provide accession details.: Reads were aligned using default Bowtie settings and visualized using IGV.
	axislabels: 0
	axisscales: 0
	plots: 0
	numberpercentage: 0
	Describe the sample preparation, detailing the biological source of the cells and any tissue processing steps used.: 
	Identify the instrument used for data collection, specifying make and model number.: 
	Describe the abundance of the relevant cell populations within post-sort fractions, providing details on the purity of the samples and how it was determined.: 
	Describe the gating strategy used for all relevant experiments, specifying the preliminary FSC/SSC gates of the starting cell population, indicating where boundaries between "positive" and "negative" staining cell populations are defined.: 
	gatingcheck: 0
	Indicate task or resting state; event-related or block design.: 
	Specify the number of blocks, trials or experimental units per session and/or subject, and specify the length of each trial or block (if trials are blocked) and interval between trials.: 
	State number and/or type of variables recorded (e.g. correct button press, response time) and what statistics were used to establish that the subjects were performing the task as expected (e.g. mean, range, and/or standard deviation across subjects).: 
	Specify: functional, structural, diffusion, perfusion.: 
	Specify in Tesla: 
	Specify the pulse sequence type (gradient echo, spin echo, etc.), imaging type (EPI, spiral, etc.), field of view, matrix size, slice thickness, orientation and TE/TR/flip angle.: 
	State whether a whole brain scan was used OR define the area of acquisition, describing how the region was determined.: 
	Specify # of directions, b-values, whether single shell or multi-shell, and if cardiac gating was used.: 
	Provide detail on software version and revision number and on specific parameters (model/functions, brain extraction, segmentation, smoothing kernel size, etc.).: 
	If data were normalized/standardized, describe the approach(es): specify linear or non-linear and define image types used for transformation OR indicate that data were not normalized and explain rationale for lack of normalization.: 
	Describe the template used for normalization/transformation, specifying subject space or group standardized space (e.g. original Talairach, MNI305, ICBM152) OR indicate that the data were not normalized.: 
	Describe your procedure(s) for artifact and structured noise removal, specifying motion parameters, tissue signals and physiological signals (heart rate, respiration).: 
	Define your software and/or method and criteria for volume censoring, and state the extent of such censoring.: 
	Specify type (mass univariate, multivariate, RSA, predictive, etc.) and describe essential details of the model at the first and second levels (e.g. fixed, random or mixed effects; drift or auto-correlation).: 
	Define precise effect in terms of the task or stimulus conditions instead of psychological concepts and indicate whether ANOVA or factorial designs were used.: 
	whole: 
	ROI: 
	both: 
	Describe how anatomical locations were determined (e.g. specify whether automated labeling algorithms or probabilistic atlases were used).: 
	Specify voxel-wise or cluster-wise and report all relevant parameters for cluster-wise methods.: 
	Describe the type of correction and how it is obtained for multiple comparisons (e.g. FWE, FDR, permutation or Monte Carlo).: 
	Report the measures of dependence used and the model details (e.g. Pearson correlation, partial correlation, mutual information).: 
	Report the dependent variable and connectivity measure, specifying weighted graph or binarized graph, subject- or group-level, and the global and/or node summaries used (e.g. clustering coefficient, efficiency, etc.).: 
	Specify independent variables, features extraction and dimension reduction, model, training and evaluation metrics.: 
	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. If there is a gap between collection periods, state the dates for each sample cohort.: 
	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.: 



